1. Introduction {#sec1-cells-09-00931}
===============

Inherited forms of retinal degeneration (RD) encompass a genetically and clinically heterogeneous group of disorders estimated to cause vision impairment and loss in more than 5.5 million individuals worldwide \[[@B1-cells-09-00931],[@B2-cells-09-00931]\], with 282 mapped and identified retinal degenerative disease genes documented in the RetNet human database \[[@B3-cells-09-00931]\]. Animal models, such as non-human primates \[[@B4-cells-09-00931]\], dogs \[[@B5-cells-09-00931]\], mice \[[@B6-cells-09-00931],[@B7-cells-09-00931]\], zebrafish \[[@B8-cells-09-00931]\], and fruit flies \[[@B9-cells-09-00931]\], have been used to identify candidates for human retinal disease genes, to elucidate pathological mechanisms, and to serve as a resource for exploring therapeutic approaches. As potential therapies for retinal diseases are investigated, the need for animal models increases. Information about the disease onset and rate of progression, the pathogenic pathways involved, and the genetic background in which the disrupted genes are situated are all factors that must be considered when selecting appropriate models for testing therapeutics. These factors will also play a role in interpreting the outcome of treatment studies.

The purpose of this review is to compile a searchable list of mouse models of inherited retinal diseases caused by single gene mutations that specifically lead to the post-developmental rod and/or cone photoreceptor (PR) cell loss. To identify these models, we reviewed mouse-specific data available in the Mouse Genome Informatics (MGI) and National Center for Biotechnology Information (NCBI) databases at The Jackson Laboratory (JAX) and National Institutes of Health (NIH), respectively. We recorded, when available, PR cell loss data from publications describing mutant alleles of the genes identified. We also included representative fundus photographs and optical coherence tomography (OCT) images of selected mouse models from the Eye Mutant Resource (EMR) and the Translational Vision Research Models (TVRM) programs at JAX as examples of the retinal phenotypes found among mouse models that fit our criteria. We attempted to cluster genes based on the function and then compared the progression of PR cell loss among these clusters to provide potential insights into disease mechanisms. We also compared our list of mouse genes associated with PR cell loss with the RetNet gene list, to highlight mouse models for specific retinal diseases, to reveal opportunities to create novel models, and to identify candidate genes within human loci for which a causative gene is currently unknown. Finally, we coordinated with the MGI team to incorporate our annotations into the MGI database, which will allow future analyses using tools available through that platform. It is hoped that our work will be useful as a resource for investigators to assist in the selection of appropriate mouse models within and across functional clusters in new studies to understand and develop treatments for human retinal degenerative disease.

In the three decades since the genes linked to PR loss phenotype were first identified in the mouse and human \[[@B10-cells-09-00931],[@B11-cells-09-00931],[@B12-cells-09-00931]\], rapid progress in understanding the genetic basis of inherited RD has been summarized in many excellent reviews. Many of the topics presented in the current article have been discussed previously in reviews of mouse RD models \[[@B6-cells-09-00931],[@B7-cells-09-00931],[@B13-cells-09-00931],[@B14-cells-09-00931]\] and in summaries of our work at JAX \[[@B15-cells-09-00931],[@B16-cells-09-00931],[@B17-cells-09-00931],[@B18-cells-09-00931],[@B19-cells-09-00931],[@B20-cells-09-00931],[@B21-cells-09-00931]\]. Although we have made every effort to acknowledge the many contributions to this field, we note that there is a large body of relevant literature and apologize in advance to authors whose reviews or articles we may have inadvertently overlooked.

2. Background {#sec2-cells-09-00931}
=============

2.1. Photoreceptor (PR) Cell Structure {#sec2dot1-cells-09-00931}
--------------------------------------

PR cells are sensory neurons within the retina that detect light and signal this event to other cells. Since PR cells are essential for vision, their loss can dramatically and negatively affect the quality of life. PR cells include rod and cone cells ([Figure 1](#cells-09-00931-f001){ref-type="fig"}a,b) that occupy the outermost layers of the neurosensory retina. Although intrinsically photosensitive retinal ganglion cells have also been described as photoreceptors \[[@B22-cells-09-00931]\], we did not include them in this review, as their contribution to RD is unknown. Rod and cone photoreceptors possess unique structures that serve to compartmentalize processes that are critical for cell function and maintenance.

-   The outer segment (OS), which is cylindrical in rod PR cells and tapered in cones, contains phototransduction proteins that sense light and amplify the ensuing signal, culminating in PR cell hyperpolarization ([Figure 1](#cells-09-00931-f001){ref-type="fig"}c). Much of the phototransduction apparatus is localized to double-bilayer discs formed by evagination of the plasma membrane at the base of the OS. These discs are largely internalized in rods except at the base of the OS, but remain contiguous with the plasma membrane in cones to yield a highly convoluted OS surface \[[@B23-cells-09-00931]\].

-   The OS is stabilized by a ciliary axoneme, which runs through much of its length ([Figure 1](#cells-09-00931-f001){ref-type="fig"}d; Ax). At the proximal end of the axoneme, the connecting cilium, analogous to the transition zone in other cilia ([Figure 1](#cells-09-00931-f001){ref-type="fig"}d; CC-TZ), serves as a conduit through which all membrane and protein components destined for the OS are thought to pass. At the base of the connecting cilium lies the basal body ([Figure 1](#cells-09-00931-f001){ref-type="fig"}d; BB), a cylindrical organelle derived from the mother centriole. Altogether these structures represent a modified primary cilium that encompasses an extensive network of protein complexes that transport proteins and lipids and shares characteristics with primary cilia in many other cell types. The ciliary networks also function to prevent the flow of OS components to other parts of the cell and may associate with the intracellular trafficking apparatus to ensure the directed movement of needed components to the OS.
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-   The inner segment (IS) contains the biosynthetic machinery and energy sources needed to produce and assemble newly synthesized phototransduction proteins and their associated membranes ([Figure 1](#cells-09-00931-f001){ref-type="fig"}d). The capacity of this cellular factory is impressive, as up to 10% of the OS is shed daily and removed via phagocytosis by the retinal pigment epithelium (see below) and must be renewed. Most protein and lipid components are synthesized de novo, but the IS also has an extensive recycling machinery that can reassemble components provided from outside the cell.

-   The cell body or soma includes the nucleus, which is highly condensed in rod PR cells, but is larger in cones and includes patches of heterochromatin ([Figure 1](#cells-09-00931-f001){ref-type="fig"}e). To increase the density of rod and cone OSs in the retina, the somas are stacked in columns within the outer nuclear layer (ONL). This arrangement necessitates thin cell extensions reaching from the soma to the IS or to the synapse. PR cell loss is measured by counting ONL nuclei, which are prominently stained in retinal sections ([Figure 1](#cells-09-00931-f001){ref-type="fig"}a), or in the case of rods, which are more abundant than cones, by measuring ONL thickness from micrographs or by OCT.

-   The PR cell terminus contains ribbon synapses close to the presynaptic membrane loaded with vesicles containing the excitatory neurotransmitter glutamate ([Figure 1](#cells-09-00931-f001){ref-type="fig"}f). In the dark, a steady-state level of glutamate is released at the synapse, which is reduced when the cells are hyperpolarized in the light. Changes in glutamate levels at the synapse signal postsynaptic secondary neurons in the inner nuclear layer, which communicate with ganglion cells on the vitreal surface of the retina that connect through long axons to the visual cortex of the brain.

2.2. Neighboring Cells {#sec2dot2-cells-09-00931}
----------------------

Müller glia are radial cells that span much of the neurosensory retina, reaching from the internal limiting membrane at the vitreal surface of the retina to the external limiting membrane on the scleral edge of the ONL \[[@B25-cells-09-00931]\]. Within the ONL, fine Müller cell extensions appear to ensheath the PR cell soma. As they also interact with vascular layers within the retina, Müller cells may provide essential nutrients to PR cells, which do not directly contact the circulation. They also regulate extracellular volume, ion and water homeostasis, serve to modify neuronal activity through release of neuroactive compounds, and modulate immune and inflammatory responses \[[@B26-cells-09-00931]\]. At the external limiting membrane, Müller cell endfeet engage rod and cone cell ISs in intercellular adhesion interactions, including tight junctions, which create a diffusion barrier. Notably, the arrangement of an Müller cell, rods, and a cone cell has been proposed to form a columnar unit ([Figure 1](#cells-09-00931-f001){ref-type="fig"}b), which may result in physiological and functional coordination of these cell types.

RPE cells ([Figure 1](#cells-09-00931-f001){ref-type="fig"}b,c) constitute an epithelial monolayer that lies between the retina and a capillary bed, the choriocapillaris. The flow of water, ions, small molecules, and metabolites from the blood to the outer retina is thus regulated by RPE cells. Their apical surface features microvilli and microplicae ([Figure 1](#cells-09-00931-f001){ref-type="fig"}b,c) that contact roughly the outermost third of OSs and play important roles in recycling molecules needed for PR renewal. These apical processes also mediate initial steps in the daily phagocytosis of OS tips. As an epithelium with high-resistance intercellular junctions \[[@B27-cells-09-00931]\], the RPE performs an important barrier function, disruption of which may cause PR degeneration.

Microglial cells form ramified networks within the same retinal layers as the retinal vasculature, which includes the superficial, intermediate and deep vascular beds. Microglia at the level of the outer plexiform layer in healthy retinas extend dendritic arms into the ONL ([Figure 1](#cells-09-00931-f001){ref-type="fig"}b), where they contact PR soma as part of a dynamic survey process. During development and in rare events that occur in healthy retinas, these cells engulf and phagocytose PR soma, presumably in response to a defect in PR function.

PRs form synaptic connections in the outer plexiform layer with secondary neurons, including bipolar and horizontal cells. Although these connections are critical for signal transmission, they are not as extensive as the contacts made between PRs and Müller glia, RPE cell apical processes, or the dynamic extensions on microglial cells, and were therefore omitted from the summary diagram in [Figure 1](#cells-09-00931-f001){ref-type="fig"}. Nevertheless, perturbation of the interactions among these cells may lead to PR degeneration, conceivably due to an alteration of signal transmission.

2.3. Inherited Diseases that Cause PR Cell Loss {#sec2dot3-cells-09-00931}
-----------------------------------------------

Major monogenic inherited RDs in which PR cells are lost include: retinitis pigmentosa \[[@B28-cells-09-00931]\], Leber congenital amaurosis \[[@B29-cells-09-00931]\], and syndromic disorders that manifest disease in multiple organs, including the eye, particularly ciliopathies, such as Joubert \[[@B30-cells-09-00931]\], Bardet--Biedl \[[@B31-cells-09-00931]\], or Usher \[[@B32-cells-09-00931]\] syndrome. The remarkable success of gene augmentation therapy for a form of Leber congenital amaurosis has invigorated research efforts to treat these diseases \[[@B33-cells-09-00931]\].

3. Methods {#sec3-cells-09-00931}
==========

3.1. Public Database and Literature Searches {#sec3dot1-cells-09-00931}
--------------------------------------------

The search strategy employed in this review is summarized in [Figure 2](#cells-09-00931-f002){ref-type="fig"}. Initially, the MGI database \[[@B34-cells-09-00931]\] was queried to identify mutant protein-coding genes associated with a mammalian disease phenotype indicating a loss of PR cells. MGI is a curated database that includes expert annotation based on full-text searching of 148 selected journals, which is limited compared to literature databases, such as PubMed. Typically, only the first paper describing a new allele is fully curated for phenotype data in the database due to resource constraints. Although our analysis yielded 159 mutant genes that were associated with PR cell loss, a number of mutant genes known to cause this phenotype were absent or not annotated, possibly due to these aforementioned limitations.

To expand the search, we used NCBI databases, including PubMed \[[@B35-cells-09-00931]\] and Gene. We refined a PubMed query by searching with keyword phrases to generate article lists, using the Gene option of Find Related Data to yield mouse genes linked to the articles, and then assessing whether these genes were on our MGI list. The goal was to develop a broad query that included as many genes from the MGI list as possible but also included additional hits. The most successful was: (ONL OR "outer nuclear layer" OR retina\* OR PR OR rod OR rods OR cone\*) AND (degener\* OR loss OR thin\* OR thick\*) AND (mouse OR mice OR murine), which captured \>97% of the MGI list. Restricting this query to entries posted to PubMed on or before October 15, 2019, yielded 9535 articles. To review these articles efficiently we tried two approaches, the first generating a spreadsheet containing hyperlinks in which each linked gene symbol was combined with the Boolean query, and the second using mouse gene identification numbers corresponding to the linked genes and applying an Entrez script that accessed the Gene and PubMed databases to find all articles satisfying the Boolean query for each linked gene.

3.2. Search Strategy {#sec3dot2-cells-09-00931}
--------------------

Each MGI database-derived entry was curated manually or automatically to identify candidate models that reported PR degeneration as a phenotype, as described above. In the case of PubMed entries, although the automated approaches were useful for quickly identifying genes that satisfied our criteria, neither was comprehensive, and additional candidate models were identified by review of the title and abstract from some of the remaining articles in the full collection of 9535 articles. Subsequently, an independent coauthor identified an original publication for each candidate gene and determined if PR cell loss was reported. If sufficient evidence for PR cell loss was obtained, the gene and mouse model was assigned to one of 11 categories. Genes within each category were curated further by coauthors who identified alternate alleles and extracted information regarding the disease phenotype induced by the disruption of a gene. Each entry in [Table S1](#app1-cells-09-00931){ref-type="app"} is the result of the examination of an original article (indicated by PubMed ID numbers, PMIDs) and data from MGI to capture information such as mutation type, associated human diseases, and disease onset and progression.

3.3. Comparative Analysis and Updating the MGI Database {#sec3dot3-cells-09-00931}
-------------------------------------------------------

Once our final list was completed, we used tools in Excel to compare it to a list constructed from online tables downloaded on 8 December 2019, from RetNet, a public compilation of human genes linked to inherited RD. We also provided our data to the MGI team at JAX, who assigned allele nomenclature, added strain information for newly described mutants, and updated phenotype data for alleles that were present in the MGI database but not yet annotated with respect to PR cell loss. This review has been referenced at MGI so that the alleles documented in the article can be examined using MGI tools or downloaded in tabular format for analysis with other software. The collaborative approach between mouse phenotyping experts and the MGI team may be attractive for ensuring that this useful resource remains current in the face of limited funding, personnel, and time.

3.4. Inclusion/Exclusion Criteria {#sec3dot4-cells-09-00931}
---------------------------------

Monogenic models generated from a variety of sources were included in [Table S1](#app1-cells-09-00931){ref-type="app"}. However, in the case of conditional models, only those for which a germline null allele was reported in the MGI database that resulted in embryonic, prenatal, or postnatal lethality were included. We excluded the following models from [Table S1](#app1-cells-09-00931){ref-type="app"}: those for which a causative gene had yet to be identified and for which complementation tests were unavailable; those requiring multiple genes for the presentation of the disease phenotype; those based on overexpressing transgenes; and those in which PR degeneration depended on experimental interventions, such as an altered diet, drug treatment, or exposure to bright illumination. Environmental influences on retinal diseases are very important and may affect the progression of PR cell loss, but models that depend on environmental conditions are challenging to compare because of the significant variation among the types of environmental perturbations and the methods used to apply them. We also excluded models that exhibited a reduction in the PR cell number during development but not a progressive loss with age, and those where IS and/or OS dysmorphology or reduction in length was observed without a loss of PR cells, as indicated by a reduction in nuclei number or ONL thickness within the time frame reported in the papers. Although these models were excluded from [Table S1](#app1-cells-09-00931){ref-type="app"}, examples are included in the Results.

3.5. Heterogeneity of Data {#sec3dot5-cells-09-00931}
--------------------------

The type and frequency of data gathered varied greatly among the studies reviewed. In some papers, only one figure with one retinal section was offered as evidence for PR degeneration, while other papers showed extensive quantitation of their data. To document potential sources of variability in the data, we indicate the method by which the degree of degeneration was determined, either by measuring ONL thickness or by count of nuclei in the ONL, typically the number of rows of nuclei spanning the ONL but sometimes a total count of ONL nuclei in a fixed area of a retinal micrograph. In some instances, when data was quantified in spider plots or bar graphs, mean values obtained from the central retina were used in estimating the PR loss. We normalized the data among studies by recording the percent degeneration as determined by dividing the mutant values by the corresponding values from age-matched controls as reported in each publication.

3.6. Comparison of Progressive PR Cell Loss {#sec3dot6-cells-09-00931}
-------------------------------------------

To compare progressive PR cell loss among models, we fit normalized data from each article to an exponential decay that includes a delay, or offset \[[@B36-cells-09-00931]\]. Ranges of either age or photoreceptor numbers, if reported, were averaged. Fitting was performed in Excel Visual Basic using a piecewise equation that modeled the delay with a straight line at 100% and the remaining points with a monoexponential decay to 0%. Two adjustable parameters, the delay and the decay rate constant, were optimized. We calculated the age at which PR cell numbers reached 50% of control values (D~50~) as a measure of progression. Roughly one third of the datasets contained only a single point within the exponential regime, which was insufficient to calculate D~50~. In these cases, D~50~ was calculated at the extremes of zero delay and infinite rate, and the mean of these values was used as a D~50~ estimate.

3.7. Generation of Primary Data Using Fundus Imaging and OCT Scans {#sec3dot7-cells-09-00931}
------------------------------------------------------------------

Fundus photographs of EMR mutants were taken in unanesthetized mice treated with 1% cyclopentolate to dilate or enlarge the pupil with an in vivo bright field retinal imaging microscope equipped with image-guided OCT capabilities (Micron III; Phoenix Laboratories, Inc., Pleasanton, CA, USA) as previously described \[[@B20-cells-09-00931]\]. This system allows for the visualization of the location of the OCT scan using the real-time Micron III bright-field image. A superimposed line placed directly on the image over the retinal feature being examined delivers precise cross-sectional information, allowing for the assessment of changes in layer thickness and morphological alterations.

Fundus photodocumentation for TVRM mutants and C57BL/6J control mice was performed using a Micron III or IV retinal camera (Phoenix Laboratories, Inc., Pleasanton, CA, USA) as described \[[@B37-cells-09-00931]\], except that 1% cyclopentolate or 1% atropine was used as a dilating agent, and in some cases, mice were anesthetized with isoflurane. OCT imaging to assess retinal layer thickness in *Nmnat1^tvrm113^*, *Ctnna1^Tvrm5^*, and C57BL/6J control mice was performed using a Bioptigen ultrahigh-resolution (UHR) Envisu R2210 spectral domain OCT (SDOCT) imaging system for volume scanning as described \[[@B37-cells-09-00931],[@B38-cells-09-00931]\] with ketamine/xylazine (1.6 mL ketamine (100 mg/mL), 1.6 mL xylazine (20 mg/mL), and 6.8 mL sodium chloride (0.9% *w/v*)) as an anesthetic. A representative B-scan through the optic nerve head was derived from the OCT volume dataset. *Rpgrip1^nmf247^* and *Alms1^Gt(XH152)Byg^* were assessed on the same OCT system by obtaining a linear B-scan with the following parameters: length, 1.9 mm; width, 1.9 mm; angle, 0 degrees; horizontal offset, 0 mm; vertical offset, 0 mm; A-scans/B-scan, 1000 lines; B-scans, 1 line; frames/B-scan, 20 frames; and inactive A-scans/B-scan, 80 lines. Linear scans were registered and averaged in the InVivoVue program to merge the 20 frames into a single image.

4. Results {#sec4-cells-09-00931}
==========

4.1. Summary of Studies that Report PR Cell Loss {#sec4dot1-cells-09-00931}
------------------------------------------------

The combined searches of MGI and PubMed databases yielded a total of 230 genes associated with PR cell loss. Ultimately, 3834 reports at MGI and 3325 at PubMed, which most typically characterized one mutant gene but on rare occasions described more than one, were used in the present review. The distribution of retrieved publications sorted by functional categories is summarized in [Table S1](#app1-cells-09-00931){ref-type="app"}. The genes identified in these models are summarized in [Figure 3](#cells-09-00931-f003){ref-type="fig"}. Descriptions of gene and protein symbols used in the text, figures, and [Table S1](#app1-cells-09-00931){ref-type="app"} are provided in [Table S2](#app1-cells-09-00931){ref-type="app"}.

### 4.1.1. PR Cell Loss Models {#sec4dot1dot1-cells-09-00931}

The mouse models described in [Table S1](#app1-cells-09-00931){ref-type="app"} were either spontaneous (12%) or chemically induced mutants (11%), or those produced through genetic engineering approaches (77%). This latter group, which was by far the largest, utilized standard homologous recombination, gene-traps, nuclease mediated approaches such as CRISPR/Cas9, and conditionals to mediate genomic changes. Additionally, four models of inadvertent transgene insertion into a unique gene, whose disruption led to PR degeneration, were included within this group. Interesting examples of differences in the disease onset or rate of progression were demonstrated in different models of the same gene (e.g., *Aipl1*) that may be related to allelic differences, null versus missense mutations, or genetic background effects \[[@B21-cells-09-00931],[@B39-cells-09-00931],[@B40-cells-09-00931]\]. Most of the genetically engineered models in [Table S1](#app1-cells-09-00931){ref-type="app"} tended to be in mixed, segregating genetic backgrounds that might impact phenotypic expression (discussed below).

Within the genetically engineered category, a relatively large group of models, 16%, were conditional models, representing 39 genes ([Figure 3](#cells-09-00931-f003){ref-type="fig"}; red). Generation of conditional mutants is based on the Cre-Lox recombination approach, which requires a floxed gene and a cre-driver to excise the targeted genomic region in a spatial (e.g., cell/tissue specific) or temporal manner (e.g., induction by chemicals such as doxycycline). Since 30% of all null mutations lead to embryonic lethality, as they represent genes that are essential during development, conditionals are often used to examine the adult function of genes \[[@B41-cells-09-00931]\]. This was the case in 92% of the conditional models described here, as standard organism-wide removal of the genes was reported to be embryonic, perinatal, or postnatal lethal. Thus, conditionals allow us to learn the function of a gene post-developmentally. Conditionals are also sometimes used to determine the cellular contributions to a disease phenotype. If a gene is expressed in multiple retinal cell types, by removing them systematically and examining the consequent phenotype, one can learn how the loss of function of the gene within particular cell types affects the disease phenotype. For example, removal of *Arl3* from rod PRs using a Rho-icre driver shows a later and slower rate of degeneration than that found with Six3-cre, a Cre driver that expresses in early retinal development. This suggests that *Arl3* in rods is necessary for PR survival but that *Arl3* function in other retinal cell types also affects PR survival \[[@B42-cells-09-00931]\]. The most widely used Cre models include: for targeting retinal progenitor cells, Tg(rx3-icre)1Mjam, Tg(Six3-cre)69Frty, Tg(Chx10-EGFP/cre,-ALPP)2Clc, Tg(Crx-cre)1Tfur, and Tg(Pax6-cre,GFP)2Pgr; for targeting rods, Tg(Rho-icre)1Ck, Tg(RHO-cre)8Eap, and *Pde6g^tm1(cre/ERT2)Eye^*; for targeting M-cone PRs, Tg(OPN1LW-cre)4Yzl (also known as HRGP-cre); for targeting PRs, Tg(Rbp3-cre)528Jxm (also known as IRBP-cre); for targeting RPE, Tg(BEST1-cre)1Jdun, Tg(BEST1-rtTA,tetO-cre)1Yzl and *Foxg1^tm1(cre)Skm^*; and for targeting adult tissues using tamoxifen, Tg(CAG-cre/Esr1\*)5Amc.

### 4.1.2. Mouse Models from Phenotyping Programs {#sec4dot1dot2-cells-09-00931}

The models listed in [Table S1](#app1-cells-09-00931){ref-type="app"} come from many sources. In addition to individual investigator-initiated efforts, currently the largest contributor to ocular models is the International Mouse Phenotyping consortium, in which 19 phenotyping centers from 11 countries participate to systematically characterize knockout mice generated in a standardized manner \[[@B41-cells-09-00931],[@B43-cells-09-00931]\]. All centers do some eye phenotyping, thus providing a window into potential models. Although only a few models from this program are included in [Table S1](#app1-cells-09-00931){ref-type="app"}, as most are not yet fully characterized, it is anticipated that this consortium will provide a wealth of models for individual laboratories to study. For example, in the MGI database, 39 IMPC models were identified with "reduced retinal thickness" that with further characterization may reveal PR degeneration.

At The Jackson Laboratory, the Eye Mutant Resource (EMR) and the Translational Vision Research Models (TVRM) programs are dedicated to screen for or generate mouse models with ocular diseases. The EMR has been screening retired breeders by slit lamp biomicroscopy, indirect ophthalmoscopy, and electroretinography since 1988. Retired breeders from the production and genetic resources colonies are screened. Heritable mutants are phenotypically and genetically characterized and the spontaneous mutants are distributed worldwide. The TVRM program arose from the JAX Neuromutagenesis Facility. Mice for this program are generated by chemical mutagenesis or genetic engineering. Carefully characterized mutants are also distributed. Examples of mutants from the EMR and TVRM programs are shown in [Figure 4](#cells-09-00931-f004){ref-type="fig"} and [Figure 5](#cells-09-00931-f005){ref-type="fig"}, respectively.

5. Analysis {#sec5-cells-09-00931}
===========

5.1. Progression of PR Cell Loss {#sec5dot1-cells-09-00931}
--------------------------------

While a host of effects can occur as a result of disruptions in genes expressed in PRs and ancillary cell types that functionally impair vision, such as night blindness, or color vision defects, the focus of the models described here are those that bear single gene mutations that lead to actual PR cell loss. From a review of the models in [Table S1](#app1-cells-09-00931){ref-type="app"}, significant PR cell loss is reported as early as postnatal day 7 (P7) and can extend throughout the lifetime of animals examined. The progression of PR cells loss is also highly variable and includes models that progress rapidly with complete ablation within several weeks to models with extremely slow progression where only \<10% PR cell loss is noted over the span of time in which animals were examined. Generally, while rapid to moderate progression led to almost complete PR ablation, slow and very slow progression, or degeneration in models that primarily affect cone PRs left a substantial number of PR cells intact.

To compare cell loss among functionally similar genetic models, models in each category of [Table S1](#app1-cells-09-00931){ref-type="app"} were sorted based on the estimated age at which the PR cell population had degenerated by 50% compared to control values, defined as D~50~ ([Figure 6](#cells-09-00931-f006){ref-type="fig"}). This quantity represents neither the rate of PR cell loss nor the delay before loss commences, although both parameters are used to calculate it. Rather, D~50~ provides a common measure of progression that allows both complete and sparse datasets to be evaluated. With sufficient data, delay, and exponential decay constants were calculated and are reflected by the shaded bars in [Figure 6](#cells-09-00931-f006){ref-type="fig"}. Many datasets with fewer measurements, some containing a single point, allowed only an estimate of D~50~ ([Figure 6](#cells-09-00931-f006){ref-type="fig"}; filled circles, range lines indicate estimated limits). [Figure 6](#cells-09-00931-f006){ref-type="fig"} may be used to identify models in which overall PR cell loss progresses at an earlier age (lower D~50~), proceeds at a higher rate once initiated (shorter bar), or is accompanied by a substantial delay (bar starts farther to the right), which may aid in experimental design. Values for D~50~, the exponential decay constant k, and the delay, when available, are also included in [Table S1](#app1-cells-09-00931){ref-type="app"}. We relate qualitative descriptions of progression to D~50~ as follows: rapid, \<2 months; moderate, 2 to \<6 months; slow, 6 to \<12 months; and very slow, ≥12 months.

[Figure 6](#cells-09-00931-f006){ref-type="fig"} does not include models in which the age of the animal at the time of measurements was not provided, or was reported as "adult", although these models were included in [Table S1](#app1-cells-09-00931){ref-type="app"}. We also omitted models where only cone PR cell degeneration was reported, as limited data and a lack of cone nuclei counts made mathematical modeling of cell loss unreliable. Finally, we omitted all conditional alleles from [Figure 6](#cells-09-00931-f006){ref-type="fig"}, as the efficiency and specificity of inactivation of genes, as well as the temporal expression of different transgenic Cre drivers utilized varies, making comparison of these alleles difficult.

5.2. Biological Processes Affected by Mutations {#sec5dot2-cells-09-00931}
-----------------------------------------------

Categorization of PR cell loss genes ([Figure 3](#cells-09-00931-f003){ref-type="fig"}) relied on current functional knowledge, similarity to other genes, and localization, if known. Genes are often expressed in multiple cell types and serve different functions within the retina. We placed genes in categories that were most pertinent to their roles in the PR or effect on PR survival. The data in [Table S1](#app1-cells-09-00931){ref-type="app"} can be explored after reassigning models to different categories if desired. In the descriptions below, we provide an overview for the first three categories and then a detailed description of the effect of gene disruptions on biological functions included in these categories. Subsequent categories are described without overview.

### 5.2.1. Category 01: Ciliary Function and Trafficking {#sec5dot2dot1-cells-09-00931}

Overview. Disruptions in a vast number of genes associated with PR sensory cilia result in RD \[[@B24-cells-09-00931],[@B44-cells-09-00931]\]. The onset and rate of PR cell loss may vary depending on the role of a given gene in maintaining ciliary structural integrity and function during early PR development and maintenance in adulthood. Retinal defects within any one of the key ciliary structures and/or processes such as ciliogenesis, OS morphogenesis, or PR homeostasis may result in the loss of rod and cone PR cells. Understanding the pathophysiological mechanisms involved in PR cell loss requires a detailed examination of the components and functionalities of the PR sensory cilium.

The mouse PR sensory cilium is a specialized structure comprised of a tubulin-rich axoneme with a symmetrical "9+0" arrangement of microtubular doublets \[[@B45-cells-09-00931]\]. The connecting cilium (CC) is akin to the transition zone (TZ) of primary cilia \[[@B46-cells-09-00931],[@B47-cells-09-00931]\] and serves as a passageway for the movement of proteins from the organelle-rich IS to the photosensory OS. The OS is composed of an elongated distal axoneme with adjacent stacked membranous discs decorated with proteins necessary for phototransduction. It has been hypothesized that extension of the PR plasma membrane towards the apical RPE provides a convenient sink in the OS for the storage of a large number of membrane proteins \[[@B48-cells-09-00931]\]. In the CC-TZ, axonemal microtubule doublets interconnect the distal axoneme and basal body, and also connect to the periciliary membrane via Y-linkers. The CC-TZ harbors membrane-associated and soluble proteins that coordinate as gatekeepers to regulate the entry, retention, and exit of proteins in and out of the OS \[[@B47-cells-09-00931],[@B49-cells-09-00931],[@B50-cells-09-00931]\]. At the axonemal base, the ciliary membrane is anchored by the nine microtubular triplets of the basal body and its associated appendages.

In developing murine PRs, the connecting cilium and OSs assemble through a series of coordinated events. Shortly after cell cycle exit of retinal progenitor cells, the mother centriole docks to a primary ciliary vesicle initiating its expansion and fusion with the plasma membrane. Concurrently, the microtubular axoneme elongates towards the apical end of the neuroblastic layer \[[@B51-cells-09-00931]\]. In rod PRs, ciliogenesis typically begins shortly after birth with the appearance of a mature centriolar-bound ciliary vesicle at around P4 \[[@B52-cells-09-00931]\]. Subsequently, OS biogenesis occurs asynchronously between P8 and P14 \[[@B52-cells-09-00931],[@B53-cells-09-00931],[@B54-cells-09-00931]\] while axoneme and PM extension continue until OS maturation around P19--25 \[[@B52-cells-09-00931],[@B53-cells-09-00931]\]. During this process, intraflagellar transport (IFT) provides an efficient mechanism for the movement and delivery of crucial proteins to the developing OS \[[@B55-cells-09-00931],[@B56-cells-09-00931]\], as discussed in greater detail below.

Over the past several decades, two disparate mechanisms of rod disc morphogenesis have been debated, a vesicular fusion model \[[@B57-cells-09-00931],[@B58-cells-09-00931]\], which postulates that membrane discs originate from rhodopsin bearing vesicles that undergo intracellular membrane fusion, and the classic evagination model \[[@B59-cells-09-00931]\], which proposes that new discs result from the evagination of the plasma membrane at the base of the OS. Recent ultrastructural studies in mouse rod PRs have provided compelling evidence that support the classic evagination model. By high resolution microscopy, several groups demonstrated the plasma membrane origin of the evaginated rod disc membranes \[[@B60-cells-09-00931]\], which subsequently flatten, elongate, and become enclosed \[[@B52-cells-09-00931],[@B60-cells-09-00931],[@B61-cells-09-00931]\].

OS membranous discs undergo a rapid and continuous turnover with approximately 75 rod discs being shed daily, corresponding to 10% of the OS \[[@B53-cells-09-00931],[@B62-cells-09-00931]\]. At the ciliary tip, aged discs are removed by the adjacent RPE through phagocytosis. Consequently, OS renewal requires a continuous flow of new proteins from IS to the OS through the connecting cilium, a process that requires careful regulation. For the CC-TZ gate to function properly, efficient mechanisms are needed to prevent the entry of undesired proteins and to remove the non-OS proteins improperly targeted to the OS. At the base of the CC-TZ lie transition fibers, which act as a barrier in conjunction with other CC-TZ components, such as the membrane-associated Meckel syndrome (MKS) complex. The BBSome, an octameric coat complex, is thought to coordinate the delivery and removal of proteins from the OS during ciliary formation and maturation \[[@B63-cells-09-00931],[@B64-cells-09-00931]\].

Finally, protein trafficking through the CC-TZ is important for PR development and maintenance \[[@B51-cells-09-00931],[@B65-cells-09-00931],[@B66-cells-09-00931]\]. The movement of protein cargo from the IS to the OS requires a highly regulated passage of vesicles along microtubules that dock and fuse with the periciliary membrane to deliver their cargo at the CC base. Movement of targeted proteins through the cilia to the OS may be facilitated by IFT transport machinery \[[@B65-cells-09-00931]\] or by a lipidated protein trafficking system \[[@B67-cells-09-00931],[@B68-cells-09-00931]\]. During IFT, protein cargo associate with IFT particles that attach to kinesin and dynein motors and move along the axonemal microtubules in both anterograde and retrograde directions, respectively. The BBSome is known to associate with IFT particles and may provide a mechanism for the removal of non-targeted protein accumulation in the OS \[[@B69-cells-09-00931]\].

Ciliogenesis. As the ciliary axoneme serves as an important conduit for the IFT movement of signaling molecules, it comes as no surprise that the disruption of ciliogenesis genes may result in significant developmental abnormalities causing early lethality and/or rapid PR degeneration. Genes essential for the elongation of the proximal axoneme (A and B tubules) include *Kif3a* \[[@B70-cells-09-00931]\], which encodes a subunit of kinesin 2, *Iqcb1* \[[@B71-cells-09-00931]\], *Arl3* \[[@B42-cells-09-00931]\], and *Arl13b* \[[@B72-cells-09-00931]\]. While patients with missense mutations in *ARL13B* present with Joubert-associated features \[[@B73-cells-09-00931]\], a null mutation, *Arl13b^hnn^*, results in embryonic lethality in mice \[[@B74-cells-09-00931]\]. Axonemal disturbances and a failure to form OS discs are observed in developing retinas with conditional *Arl13b* disruption \[[@B72-cells-09-00931]\].

Axonemal and ciliary membrane extension. Disruptions in genes that affect ciliary extension include *Rp1/Rp1l1/Spata7* (distal axoneme)*, Mak,* and *Pcare (C2orf71;* ciliary membrane). Mice with knockout alleles of *Rp1* (*Rp1^tm1Eap^* and *Rp1^tm1Jnz^*) and *Spata7* (*Spata7^tm1Mrd^*) show a progressive, moderate loss in PR cells through the first year of life. *Rp1^m1Jdun^* mice homozygous for a Leu66Pro missense mutation experience a much slower degeneration with 30% of PRs left at 26 months of age. Conditional ablation studies of *Spata7* in PRs and in the RPE have shown that the disruption of SPATA7 in rod and cone PRs, but not in the RPE, is the molecular basis of the retinal degenerative phenotype \[[@B75-cells-09-00931]\].

Ciliary Gate and the CC-TZ. Sensory/primary cilia and their gatekeepers (CC-TZ) are found abundantly in most cell types \[[@B76-cells-09-00931]\]. Thus, the disease spectrum of ciliary proteins is extensive given their roles in ciliary trafficking, signaling, and development. Disruptions in CC-TZ genes may result in isolated cases of inherited retinal dystrophies such as Leber congenital amaurosis or in multisystemic, ciliopathies such as Joubert, Meckel, or Senior-Løken Syndrome. Such syndromic ciliopathies may include a multitude of disease phenotypes such as brain malformations, renal cysts, nephronophthisis, and retinal dystrophy.

Within the CC-TZ reside MKS and NPHP modules that closely interact and form multiple distinct protein complexes \[[@B47-cells-09-00931],[@B50-cells-09-00931],[@B77-cells-09-00931],[@B78-cells-09-00931],[@B79-cells-09-00931]\]. The MKS complex includes membrane-associated proteins, such as MKS1 and TMEM67, while NPHP complex proteins, such as NPHP1 and NPHP4, associate in closer proximity to the ciliary axoneme. Mice harboring mutations in genes coding for these complex-associated proteins form normal cilia, however, display early abnormalities in OS morphogenesis. After ciliary biogenesis, retinas in these mutant mice quickly degenerate, eliminating most PRs by 3--4 weeks of age. Genes whose disruptions affect the ciliary gate functions of the CC-TZ and cause rapid degeneration include *Nphp1*, *Nphp4*, *Ahi1*, *Iqcb1*, *Tmem67*, and *Cep290*. In humans, mutations in *CEP290* can lead to primarily single-organ diseases such, as retinitis pigmentosa and nephronophthisis, or pleiotropic diseases, such as the Joubert, Meckel, and Bardet--Biedl syndromes. The most studied allele is *rd16,* which harbors a 297 basepair in-frame deletion in *Cep290*. Compared to *Cep290^tm1.1Jgg^* knockout mice, which show a rapid 78% loss at P14, *Cep290^rd16^* homozygotes have a longer disease progression with a 60% ONL loss at three weeks of age.

Basal bodies and associated pericentriolar material (PCM). The basal body is a structure derived from the mother centriole and resides at the base of the cilium along with the daughter centriole, neighboring centriolar satellites and other related PCM. Proteins positioned at the ciliary base can also be seen in centrosomes of dividing cells (ALMS1, CEP250, and C8ORF37). Specifically, ALMS1 and CEP250 (CNAP1) localize in close proximity to each other at the proximal ends of centrioles \[[@B80-cells-09-00931]\]. *ALMS1* encodes a 460kDa protein that when disrupted results in the Alström syndrome (ALMS) \[[@B81-cells-09-00931],[@B82-cells-09-00931]\]. Mice with a gene trap, frameshift, and nonsense mutations recapitulate human ALMS disease features such as obesity, diabetes, and neurosensory deficits \[[@B21-cells-09-00931],[@B83-cells-09-00931],[@B84-cells-09-00931]\]. The proper formation of the connecting cilium and the slow progression of PR cell loss in *Alms1^Gt(XH152)Byg^* \[[@B83-cells-09-00931]\], *Alms1^foz^* \[[@B84-cells-09-00931]\], and *Alms1^tvrm102^* \[[@B21-cells-09-00931]\] models suggests that ALMS1 is not essential for ciliary biogenesis but necessary for overall PR homeostasis.

The ciliary base contains supportive structures necessary for the proper docking of cargo to the ciliary membrane. Targeted *Macf1* null mutants fail to develop the ciliary vesicle needed for basal body docking while conditional ablation of *Macf1* in the developing retina disrupts retinal lamination and maturation \[[@B85-cells-09-00931]\]. Mutations in *Cdcc66*, which encodes a component of centriolar satellites and *Sdccag8*, which encodes a recruiter of PCM, result in an early onset but slow-moderately progressive disease \[[@B86-cells-09-00931],[@B87-cells-09-00931]\]. The slower RD makes these alleles attractive models for therapeutic investigations.

Genetic mutations in *CC2D2A*, which encodes a component of the subdistal appendages of mother centrioles and basal bodies \[[@B88-cells-09-00931]\], have been observed in patients with Meckel Syndrome \[[@B89-cells-09-00931]\], Joubert Syndrome \[[@B90-cells-09-00931]\], and non-syndromic rod-cone dystrophy \[[@B91-cells-09-00931]\]. Mice with null mutations in *Cc2d2a* experience embryonic lethality due to the absence of subdistal appendages and nodal cilia \[[@B88-cells-09-00931]\]. The retinas of adult mice with tamoxifen-induced deletion of *Cc2d2a* in PRs have a significantly diminished ONL (2--3 layers) 12 weeks post-injection \[[@B92-cells-09-00931]\], suggesting that CC2D2A is necessary for ciliary homeostasis.

Periciliary membrane complex. At the periciliary membrane complex of PRs lies an Usher protein interactome complex that provides a scaffold for the anchoring of fibers to the periciliary membrane \[[@B93-cells-09-00931]\]. Mutations in genes encoding members of this complex, *Ush1c*, *Whrn*, and *Ush2a*, result in Usher syndrome, a disease that results in progressive hearing and vision loss. Multiple forms of Usher syndrome exist resulting in different degrees of the onset and severity of disease symptoms. In the mouse, targeted mutations in Usher genes results in a late-onset and very slow progression of PR degeneration. Homozygous *Ush2a^tm1Tili^* mice have normal retinas at 10 months of age and lose 70% of their PRs by 20 months of age \[[@B94-cells-09-00931]\]. PR degeneration in *Whrn^tm1Tili^* retinas is protracted with only 30% loss observed at 28 months of age \[[@B95-cells-09-00931]\].

Disc morphogenesis. Although the molecular mechanisms involved in OS disc morphogenesis are not completely understood, there has been considerable progress within the past decade with the emergence of refined ultrastructural methods. The OS protein, peripherin-2 (PRPH2), localizes to the rims of rod and cone discs and functions to establish and maintain the membrane rim curvature during disc formation and maintenance \[[@B96-cells-09-00931],[@B97-cells-09-00931]\]. Recent investigations using the *Prph2^Rd2^* (*rds*) mouse model \[[@B10-cells-09-00931]\] have suggested another role for PRPH2 during disc morphogenesis \[[@B52-cells-09-00931]\]. Using transmission electron microscopy, Salinas et al. \[[@B52-cells-09-00931]\] demonstrated that like other forms of cilia \[[@B98-cells-09-00931],[@B99-cells-09-00931]\], PR sensory cilia have an innate ability to spew off ectosomes at the OS base. During normal development of the OS, ectosome release is inhibited and the retained membrane at the CC-TZ is transformed into discs upon membrane evagination. In the homozygous *Prph2^Rd2^* mice, discs fail to form resulting in the accumulation of ectosomes at the OS base. This finding led the authors to propose that PRPH2 may play a role in inhibiting ectosome release during normal rim formation \[[@B52-cells-09-00931]\].

Knock-in mice carrying heterozygous alleles of *Prph2* (Tyr141Cys \[[@B100-cells-09-00931]\] and Lys153∆ \[[@B101-cells-09-00931]\], mimic the dominant RP disease observed in human patients. It is interesting that PR degeneration rates vary among *Prph2* mutant alleles. While homozygous *Prph2^Rd2^* mice gradually lose their PRs within the first year \[[@B102-cells-09-00931],[@B103-cells-09-00931]\], mice harboring a homozygous null mutation, *Prph2^tm1Nmc^* undergo a faster degeneration with most PRs lost by 4 months of age \[[@B104-cells-09-00931]\]. Heterozygous *Prph2^tm1Nmc^* mice also experience PR loss, however the rate of decline is much slower \[[@B104-cells-09-00931]\]. Comparative studies of *Prph2^Rd2^* with rhodopsin double-knockout mice have suggested that abnormal accumulation of mislocalized rhodopsin may contribute to PR degeneration in *Prph2^Rd2^* \[[@B105-cells-09-00931]\]. Hence, the zygosity differences in degeneration rates may be a result of varying rhodopsin: PRPH2 ratios. In addition, the onset and severity of the disease may be influenced by the location of the mutation, as different PRPH2 domains have been implicated in dual roles during disc morphogenesis, the tetraspanin core in rim membrane curvature, and the *C*-terminal domain in ectosome release suppression \[[@B52-cells-09-00931]\].

ROM1 is thought to be involved in the regulation of OS disc formation. PRPH2 and ROM1 are closely associated at the disc rims in the OS. In humans, a double heterozygous disruption in both *ROM1* (a PRPH2-interacting protein) and *PRPH2* results in digenic RP \[[@B106-cells-09-00931]\]. While it is not clear whether defects in ROM1 alone causes RP in humans, mice with a monogenic *Rom1* disruption show signs of dominant RP. At one month of age, *Rom1* knockout OS discs are visible but appear enlarged and slightly disorganized \[[@B107-cells-09-00931]\]. PRs slowly degenerated, reducing the ONL by 34% at 1 year of age. In contrast, *Rom1^Rgsc1156^* mice with a heterozygous missense mutation, p.W182R, show a 55% loss of PRs at 35 weeks of age \[[@B108-cells-09-00931]\]. Furthermore, RD was more pronounced in homozygous mice. The degeneration in *Rom1^Rgsc1156^* mice may be a consequence of an early reduction in endogenous PRPH2 and ROM1 levels, which may interfere with PRPH2-mediated stabilization of disc outer rims.

PRCD, progressive rod-cone degeneration, is a rhodopsin-binding protein \[[@B109-cells-09-00931]\] that localizes to the OS disc rims \[[@B110-cells-09-00931]\]. Patients and canines with *PRCD^C2Y^* mutations have a slowly progressive form of rod-cone degeneration \[[@B111-cells-09-00931]\]. The Cys2Tyr mutation results in mislocalization of PRCD from the OS to the ONL where it is actively degraded \[[@B109-cells-09-00931]\]. In the PRs of mice with homozygous *Prcd^tm1Vya^* mutations, loss of PRCD results in the formation of bulging discs that do not properly flatten and in the accumulation of extracellular vesicles that originate at the OS base \[[@B112-cells-09-00931]\]. Interestingly, mutant PRs are able to form membrane discs and the distribution of OS proteins and light response do not appear to be perturbed. While activated microglia infiltrate the interphotoreceptor space to remove extracellular vesicles and debris, removal is insufficient and PRs undergo a very slow degeneration. Homozygous *Prcd^tm1Vya^* mice show only 36% ONL loss at 17 months \[[@B112-cells-09-00931]\] while in *Prcd^tm1(KOMP)Mbp^* homozygotes a similar loss is observed at 30 weeks of age \[[@B110-cells-09-00931]\]. Both models are knockout alleles that target the 5′ end of *Prcd* but are on different genetic backgrounds. Further investigations are necessary to determine whether gene modifiers affect progressive PR cell loss in these two models.

IFT trafficking. IFT is essential for ciliogenesis in mammals \[[@B113-cells-09-00931]\] and disruption of this process often leads to abnormalities in embryonic development. In the mouse, null mutations in genes encoding subunits of the IFT-A (*Ift122* \[[@B114-cells-09-00931]\], *Ift88* \[[@B115-cells-09-00931]\], and *Ttc21b* \[[@B116-cells-09-00931]\]) and IFT-B (*Ift172* \[[@B117-cells-09-00931]\], *Ift80* \[[@B118-cells-09-00931]\], and *Traf3ip1* \[[@B119-cells-09-00931]\]) complexes result in embryonic lethalities, many of which are attributable to ciliary-related disturbances in hedgehog signaling \[[@B120-cells-09-00931],[@B121-cells-09-00931]\]. These findings further highlight the integral role of cilia and IFT machinery during embryogenesis.

Hypomorphic and conditional alleles have been useful for elucidating the roles of IFT components in retinal disease. The hypomorphic allele, *Ift88^Tg737Rpw^*, contains a transgenic insertion resulting in a 2.7 kb intronic deletion. Homozygous *Ift88^Tg737Rpw^* mice exhibit disorganized OSs as early as P10 and a progressive degeneration of PRs that reduces the ONL to one layer at P77 \[[@B66-cells-09-00931]\]. Rod-specific ablation of *Ift172* \[[@B122-cells-09-00931]\] leads to mislocalization of rhodopsin, RP1, and TTC21B (IFT139) and rapid degeneration of PRs. Conditional depletion of *Ift20* in M cones and mature rods both results in opsin mislocalization suggesting that proper opsin trafficking hinges on functional IFT components \[[@B123-cells-09-00931]\]. To gain a clearer understanding of the roles that IFT molecules play in both rod and cone PRs, additional studies using conditional models are warranted to elucidate the contributions of impaired IFT components to PR cell loss.

Lipidated protein trafficking. Lipid modification of proteins, such as prenylation or acylation, helps direct intracellular protein targeting and regulates protein activity \[[@B124-cells-09-00931]\]. These hydrophobic modifications help tether their protein partners to the surface of specific membranes throughout the cell, such as the ER, Golgi, transport vesicles, or plasma membranes. Improper trafficking of lipidated proteins can result in RD. RP2 is a GTPase activating protein that interacts with ARL3 to regulate assembly and movement of membrane-associated protein complexes \[[@B125-cells-09-00931]\]. Homozygous mice with mutations in the gene encoding RP2 exhibit a slowly progressive rod-cone degeneration \[[@B126-cells-09-00931],[@B127-cells-09-00931]\]. ARL3, a small GTPase, traffics lipidated membrane-associated proteins to the rod OS \[[@B128-cells-09-00931]\]. Although *Arl3* knockout mice exhibit early postnatal lethality and Joubert-like features \[[@B42-cells-09-00931]\], mice with hypomorphic mutations survive to post-wean and display OS abnormalities as early as P9 \[[@B129-cells-09-00931]\]. Conditional ablation of *Arl3* in the developing retina results in the absence of cilia, and therefore PR cells are rapidly lost \[[@B42-cells-09-00931]\]. In contrast, depletion of *Arl3* in mature rods leads to mislocalization of lipidated OS proteins, shortened OS, and a moderate progressive PR loss. These results are consistent with roles for ARL3 in ciliogenesis during development and cargo displacement during lipidated protein trafficking.

The ciliary TZ-associated protein, RPGR, binds and directs the ciliary targeting of INPP5E \[[@B130-cells-09-00931]\], a phosphoinositide phosphatase that is important for ciliogenesis \[[@B131-cells-09-00931]\]. Ciliary localization of RPGR itself requires modification with a prenyl group, which interacts with PDE6D \[[@B130-cells-09-00931]\], a prenyl-binding protein first discovered as a copurifying component of cGMP phosphodiesterase 6 (PDE6) \[[@B132-cells-09-00931]\]. Like *Rpgr^rd9^* \[[@B133-cells-09-00931]\] and *Rpgr^tm1Tili^* knockout mice \[[@B134-cells-09-00931]\], mice with *Pde6d^tm1.1Wbae^* null mutations \[[@B135-cells-09-00931]\] undergo a very slow degeneration with at least 50% of PR cells remaining at 20 months of age. Rao et al. have demonstrated reduction of INPP5E in RPGR-deficient axonemal OSs \[[@B130-cells-09-00931]\]. Altogether, these observations validate RPGRs role in ciliary trafficking and homeostasis and suggest that other players may be involved in ciliary targeting of INPP5E.

Mutations in *Aipl1* result in early and rapid loss of PR cells ([Table S1](#app1-cells-09-00931){ref-type="app"}). D~50~ \< 0.55 months for the four germline alleles shown in [Figure 6](#cells-09-00931-f006){ref-type="fig"}, *Aipl1^tm1Mad^*, *Aipl1^tvrm127^*, *Aipl1^tm1Visu^*, and *Aipl1^tvrm119^* \[[@B21-cells-09-00931],[@B39-cells-09-00931],[@B136-cells-09-00931]\]. AIPL1 is a protein chaperone that mediates the folding of phosphodiesterase 6 (PDE6), a key component of the visual transduction pathway that regulates cGMP levels (see [Section 5.2.2](#sec5dot2dot2-cells-09-00931){ref-type="sec"}. below) \[[@B137-cells-09-00931]\]. AIPL1 binding is promoted by prenylation of PDE6 subunits \[[@B137-cells-09-00931]\]. In *Aipl1* mutants, PDE6 subunits are greatly diminished \[[@B136-cells-09-00931]\], providing further evidence for the importance of lipid modification in PR viability and vision.

BBSome assembly and regulation. Disruptions in the octameric BBSome complex or associated chaperonins may cause syndromic ciliopathies such as the Bardet--Biedl syndrome and McKusick--Kaufman syndrome. In mice, most gene disruptions that affect the BBSome \[[@B138-cells-09-00931]\] (BBS1, BBS2, BBS4, BBS7, BBIP1, TTC8, and ARL6), and its regulators (LZTFL1, MKKS, BBS10, and BBS12) result in a moderate degeneration of PRs. For instance, PRs in homozygous mice harboring gene trap or null mutations of *Bbs4*, *Bbs4^Gt1Nk^* \[[@B139-cells-09-00931]\], and *Bbs4^tm1Vcs^* \[[@B140-cells-09-00931]\] appear to progressively decline after maturation with \>90% loss at 7 months of age. The delay and lack of ciliogenesis defects suggests that there may be some functional redundancy amongst components of the BBSome.

### 5.2.2. Category 02: Visual Transduction {#sec5dot2dot2-cells-09-00931}

Overview. Mutant alleles of genes encoding proteins responsible for light detection comprise a second category of models (Category 02: Visual Transduction; [Figure 1](#cells-09-00931-f001){ref-type="fig"}c, [Table S1](#app1-cells-09-00931){ref-type="app"}). The multistep phototransduction process that detects light and amplifies this signal is similar in rod and cone cells, but the specific proteins that catalyze many of the steps are often unique to each cell type \[[@B141-cells-09-00931]\]. Phototransduction is initiated by the response of opsin-based light-sensitive G protein coupled receptors that are covalently linked to vitamin A retinal as a cofactor. The receptor rhodopsin (RHO) is expressed exclusively in rod cells and is optimized to detect dim green light. Cone pigments that detect short or medium wavelength visible light (OPN1SW and OPN1MW, respectively) are exclusively expressed in cone cells, in some retinal regions coordinately within the same cell. These receptors constitute \>90% of OS protein and are localized to the disc membranes.

Light activation of RHO or cone pigments causes the bound retinal to isomerize from an 11-*cis* to an all-*trans* configuration, ultimately leading to its release from the receptor by hydrolysis. Isomerization results in a conformational change in the protein that alters its interaction with a bound heterotrimeric G protein, transducin, activating the exchange of GTP for GDP bound to the α subunit of this protein. In turn, activated α transducin-GTP binds the inhibitory γ subunits of phosphodiesterase 6, releasing it from the α and β subunits of this complex, which are thereby activated to catalyze the conversion of cGMP to GMP. The ensuing reduction in cGMP levels in the OS closes the cGMP-gated cation channel, slowing the influx of Na^+^ and Ca^2+^ ions, which hyperpolarizes the plasma membrane of the OS and, ultimately, the entire cell. Hyperpolarization causes Ca^2+^ channels to close at the cell synapse, which leads to a decrease in the calcium-dependent release of glutamate-containing vesicles into the synapse and activates postsynaptic bipolar neurons.

The process is regulated to ensure the highest sensitivity to illumination. Following its activation, rhodopsin is quenched by the action of arrestin, which binds to bleached opsin molecules that are phosphorylated by rhodopsin kinase. Resetting of the cell following the light flash requires the formation of cGMP from GTP, catalyzed by a membrane-bound guanylate cyclase, the subsequent closing of the cGMP-gated cation channel, and the restoration of electrolyte distribution across the plasma membrane as achieved by ion pumps and transporters. Hydrolyzed retinal is passed from the OS to the RPE as part of the visual cycle (see below), where it is re-isomerized and returned to the PR cell to regenerate bleached opsin. An additional visual cycle involving Müller cells contributes to the regeneration of cone pigments.

Visual pigments. Profound effects on PR viability are observed due to mutations that affect rod cells, which represent 97% of the PR population. Mouse models bearing *Rho* alleles exhibit semidominant and recessive rod cell loss phenotypes that vary greatly in the onset and rate, consistent with the variety of possible disease mechanisms that have been proposed for RHO mutations over decades of study. For example, some missense alleles in [Table S1](#app1-cells-09-00931){ref-type="app"}, such as those that encode the Pro23His, Cys110Tyr, Tyr178Cys, and Cys185Arg variants \[[@B21-cells-09-00931],[@B142-cells-09-00931],[@B143-cells-09-00931],[@B144-cells-09-00931],[@B145-cells-09-00931],[@B146-cells-09-00931]\] may support a hypothesis that excessive RHO misfolding in the endoplasmic reticulum induces cellular stress pathways that lead to PR cell loss \[[@B147-cells-09-00931]\]. Although the pathways linking misfolded RHO to cell death are not fully resolved, recent studies of the Pro23His variant in cultured cells and in rats \[[@B148-cells-09-00931]\] or mice \[[@B145-cells-09-00931],[@B146-cells-09-00931]\] suggest that stress pathways induced by the unfolded protein response are protective, and raise the possibility that increased intracellular calcium due to ER stress may cause cell death \[[@B146-cells-09-00931]\]. Misfolding may also explain the partial mislocalization of RHO Glu150Lys to the IS \[[@B149-cells-09-00931]\]. However, in this mutant, much of the protein appears to be correctly exported to the OS, where it leads to irregularly shaped and disorganized discs, possibly due to a defect in higher-order RHO organization \[[@B149-cells-09-00931]\]. Pro23His RHO also disrupts the orientation of discs during their morphogenesis, possibly through similar effects on higher-order structure \[[@B150-cells-09-00931]\].

By contrast, the effect of the Gln344Ter variant ([Table S1](#app1-cells-09-00931){ref-type="app"}), which is correctly folded but includes sequence extensions at the C-terminus that interfere with export to the OS \[[@B151-cells-09-00931]\], as well as the graded effect of heterozygous or homozygous knockout alleles *Rho^tm1Jlem^* and *Rho^tm1Phm^* \[[@B152-cells-09-00931],[@B153-cells-09-00931]\] or the premature truncation mutant Arg107Ter ([Table S1](#app1-cells-09-00931){ref-type="app"}), provides evidence that a steady flow of RHO to the OS is essential for PR cell viability. These observations fit an emerging view that a proteostasis network, incorporating not only cellular stress pathways but also protein trafficking and degradation, regulates the cellular protein balance to ensure viability \[[@B147-cells-09-00931],[@B154-cells-09-00931]\]. According to this view, a failure to sort vesicles bearing RHO from the Golgi to the periciliary membrane, or a partial or complete loss of the protein, leads to protein imbalance in the IS. This imbalance may induce cellular stress responses and also affect the trafficking of other molecules destined for the OS, such as other phototransduction proteins, lipids, and vitamin A, resulting in cellular toxicity. Finally, the RHO Asp190Asn variant ([Table S1](#app1-cells-09-00931){ref-type="app"}) appears to traffic properly to the OSs but may have structural defects that lead to constitutive signaling \[[@B155-cells-09-00931]\], which has been linked to PR degeneration \[[@B156-cells-09-00931]\]. The same mechanism may account for the effect of *Rho* mutants that result in rapid degeneration upon bright illumination \[[@B157-cells-09-00931]\] but were not included in [Table S1](#app1-cells-09-00931){ref-type="app"} due to the dependence of the mutant phenotype on an environmental perturbation (see Discussion). Future studies of these and other models may resolve or converge the many proposed hypotheses to explain RHO-associated RD.

Based on the often profound effect of *Rho* variants on rod cell viability, it might be expected that cone pigment variants would similarly cause cone PR cell loss. However, cones remain viable for more than 1.5 years in homozygous *Opn1sw^tm1Pugh^* mice, which show a 1000-fold decrease in transcript and produce no detectable OPN1SW by immunoblotting, histochemistry, or single-cell recording of light responses \[[@B158-cells-09-00931]\]. Likewise, cones are viable for at least 10 months in homozygous *Opn1mw^tm1a(EUCOMM)Wtsi^* knockout mice, despite an absence of OPN1MW in immunoblotting and immunohistochemical studies \[[@B159-cells-09-00931]\]. These studies suggest fundamental differences in the cellular sensitivity of rod and cone cells to visual pigment deficiency. They also highlight the concern that reactivity to antibodies against cone opsins or other cone cell markers may be abolished even though the cells remain viable, and therefore may not be as reliable as counting cone nuclei \[[@B160-cells-09-00931]\] to assess cell loss.

Transducins. Rod transducin subunits α, β, and γ (encoded by *Gnat1*, *Gnb1*, and *Gngt1,* respectively) form the heterotrimeric G protein complex that is essential for propagating the signal from light-activated rhodopsin. *Gnat1* knockout mice have attenuated rod responses and model congenital stationary night blindness (CSNB) \[[@B161-cells-09-00931]\]. Although slow PR loss was reported for this model, our measurement of ONL thickness at four weeks of age based on reported images yielded a value of 90% of wild type, matching the author's value at 13 weeks \[[@B161-cells-09-00931]\] and suggesting an early developmental difference rather than progressive cell loss. In support of this finding, others using the same strain reported ONL thickness was 85% of wild type at eight weeks of age with no evidence of significant cell loss up to 52 weeks of age \[[@B162-cells-09-00931]\]. By contrast, IRD2 mice, which are homozygous for a *Gnat1^irdr^* allele predicted to yield a prematurely truncated polypeptide, exhibit significant rod PR cell loss ([Table S1](#app1-cells-09-00931){ref-type="app"}) accompanied by late cone cell loss and reduced rod-specific ERG responses \[[@B163-cells-09-00931]\]. Homozygous *Gnat1^irdr^* mice may recapitulate recessive rod-cone dystrophy, which has recently been linked to human *GNAT1* variants predicted to encode prematurely truncated proteins \[[@B164-cells-09-00931],[@B165-cells-09-00931],[@B166-cells-09-00931]\]. The *Gnat1^irdr^* allele was discovered independently in *rd17* mice at JAX, suggesting a founder effect \[[@B167-cells-09-00931],[@B168-cells-09-00931]\].

*Gnb1* knockout mice have not been studied due to embryonic and perinatal lethality. However knockout alleles of the gene encoding rod γ transducin, *Gngt1^tm1Dgen^* and *Gngt1^tm1Ogk^*, result in PR loss that is more rapid than in *Gnat1* mutants \[[@B169-cells-09-00931],[@B170-cells-09-00931]\]. In these strains, GNGT1 deficiency is accompanied by a 6- to 50-fold post-translational reduction of GNAT1 and GNB1, indicating a key role of the transducin γ subunit in complex assembly. *Gngt1^tm1Dgen^*-associated degeneration is rescued by heterozygous *Gnb1^Gt(prvSStrap)4B8Yiw^* mice \[[@B171-cells-09-00931]\], which express retinal GNB1 at 50% of wild type levels. This result suggests that the toxicity of GNGT1-deficiency is due to an excess of improperly assembled GNB1, which is targeted for degradation but exceeds the capacity of the proteasome \[[@B171-cells-09-00931]\]. This observation supports the proteostasis network model of PR degeneration \[[@B154-cells-09-00931]\].

Among genes encoding cone transducin subunits α, β, and γ (*Gnat2, Gnb3,* and *Gngt2*), only *Gnat2* alleles have been reported to cause PR loss. A progressive reduction of cone cell ERG responses and a 27% decrease in PNA-positive cells at 12 months of age in homozygous *Gnat2^tm1Erica^* mice ([Table S1](#app1-cells-09-00931){ref-type="app"}) is consistent with cone PR loss \[[@B172-cells-09-00931]\]. However, cone nuclei were not counted directly, so it is possible that cone cell loss is less pronounced than reported. The predicted GNAT2 Asp173Gly substitution in this model may alter guanine nucleotide binding \[[@B172-cells-09-00931]\], although how this change might cause cell loss is unresolved. Interestingly, mislocalized cone opsin OPN1MW in this model suggests endoplasmic reticulum stress, which is often associated with PR degeneration. *Gnat2^cpfl3^* mice ([Table S1](#app1-cells-09-00931){ref-type="app"}) show no cone cell loss for at least 14 weeks but exhibit a slow loss of rod cells \[[@B173-cells-09-00931]\]. In contrast to these models, a recently developed *Gnat2* knockout strain abolishes GNAT2 function without PR loss or dysmorphology in the oldest mice examined at 9 months of age \[[@B174-cells-09-00931]\]. Although human *GNAT1-*variants are a rare cause of achromatopsia \[[@B175-cells-09-00931]\], a stationary congenital colorblindness, the clinical presentation is variable and some cases are associated with a reduction in visual acuity with age \[[@B176-cells-09-00931]\] that may suggest progressive cone cell loss. The available mouse alleles may help to identify disease mechanisms that contribute to this phenotypic variability.

Phosphodiesterase 6. Rod phosphodiesterase 6 consists of a catalytic αβ complex encoded by *Pde6a* and *Pde6b* and two inhibitory γ subunits encoded by *Pde6g*. The control of cGMP levels by this enzyme is expected to affect both PR function and viability, as cGMP has a central role in the phototransduction cascade and PR cell metabolism \[[@B177-cells-09-00931]\], and elevated cGMP levels have been linked to PR cell loss \[[@B178-cells-09-00931]\]. Indeed, *Pde6a* and *Pde6b* mutants show depressed ERG responses at an early age and rapid PR loss with D~50~ values of 11--30 days ([Figure 6](#cells-09-00931-f006){ref-type="fig"}, [Table S1](#app1-cells-09-00931){ref-type="app"}). A study of *Pde6a* mutations on the same strain background made use of an allelic series that varied in disease severity \[[@B179-cells-09-00931]\]. The order of disease progression due to the alleles reported in this study, *nmf282* (Val685Met; fastest) \> *tm1.1Bewi* (Arg562Trp) \> *nmf363* (Asp670Gly; slowest), is the same as assessed by D~50~ ([Figure 6](#cells-09-00931-f006){ref-type="fig"}). This allelic series led to a correlation of more rapid PR degeneration with an increased number of cGMP-positive PR cells \[[@B179-cells-09-00931]\]. The same trend in the progression of disease in *Pde6a^nmf282^* and *Pde6a^nmf363^* mice was found earlier \[[@B180-cells-09-00931]\], but an opposite cGMP result was obtained, possibly due to the assessment of total retinal cGMP rather than a count of cGMP-positive PR cells \[[@B179-cells-09-00931]\] (a 0.1-month difference in the D~50~ of *Pde6a^nmf363^* mice measured in the two studies may reflect strain differences that might also contribute to the difference in findings). The later study also combined two alleles that matched human *PDE6A* variants to create a compound heterozygote \[[@B179-cells-09-00931]\], mirroring the more typical situation in human genetic disease. Further, the allelic series highlighted a non-apoptotic cell death mechanism involving calpain rather than the expected caspase-mediated apoptotic process \[[@B179-cells-09-00931]\]. Both elevated cGMP and calpain activation have been observed in other mouse RD models \[[@B181-cells-09-00931]\]. Thus, allelic series as used in these studies are informative for assessing disease mechanisms and identifying potential differences in treatment efficacy that may reflect disease severity.

Of the *Pde6b* alleles described, *Pde6b^rd1^* and *Pde6b^rd10^* have been used most extensively as PR degeneration models. *Pde6b^rd10^* disease develops later, providing a longer window of opportunity to test therapeutic efficacy ([Figure 6](#cells-09-00931-f006){ref-type="fig"}). The *Pde6b^atrd1^* model has an even slower progression (D~50~ = 0.71) than *Pde6b^rd10^* mice (D~50~ = 0.65), which may make it more attractive for assessing the variation in treatment with disease severity ([Figure 6](#cells-09-00931-f006){ref-type="fig"}, [Table S1](#app1-cells-09-00931){ref-type="app"}). Finally, loss of the inhibitory subunit in homozygous *Pde6g^tm1Goff^* mice did not lead to an expected increase in catalytic activity; instead PDE6G was found to be essential for activation and possibly stable assembly of the holoenzyme \[[@B182-cells-09-00931]\].

Cone phosphodiesterase 6 includes two catalytic α subunits encoded by *Pde6c* and two inhibitory γ subunits encoded by *Pde6h*. The *Pde6c^cpfl1^* mutation leads to severely reduced cone ERG response at three weeks and progressive cone PR loss with age \[[@B15-cells-09-00931]\] as determined by counting cone nuclei (Bo Chang, unpublished data, presented in [Table S1](#app1-cells-09-00931){ref-type="app"}). This model mimics achromatopsia in humans, which is sometimes accompanied by cone PR cell loss \[[@B183-cells-09-00931]\]. Surprisingly, *Pde6h* knockout mice show no detectable functional cone loss or degeneration, likely due to the expression of the *Pde6g* subunit in mouse cones, which may compensate for PDE6H loss \[[@B184-cells-09-00931]\]. Variants in human *PDE6H* cause achromatopsia \[[@B185-cells-09-00931],[@B186-cells-09-00931]\] but cone cell loss has not been reported.

Cyclic nucleotide gated channels and cation exchanger. The decrease in cGMP levels resulting from PDE6 activation leads to the closing of cyclic nucleotide cation channels in the OS plasma membrane of both rods and cones. Channel closing diminishes the inward flux of Na^+^ and Ca^2+^ ions that maintain the PR cell in a hyperpolarized state. The rod protein encoded by *Cnga1* and *Cngb1* is an α~3~β~1~ heterotetramer, in which the β subunit is a long isoform, CNGB1a \[[@B187-cells-09-00931],[@B188-cells-09-00931]\]. *Cnga1* mutations have not yet been described. Rod OSs of homozygous *Cngb1^tm1.1Biel^* mice yield no detectable CNGB1a or CNGA1, and rapid PR loss is observed \[[@B189-cells-09-00931]\]. Together with evidence that CNGA1, but not CNGB1a, is capable of self-oligomerizing in heterologous expression systems, this result suggests that CNGB1 plays a critical role in stabilizing CNGA1 for channel assembly during synthesis in the secretory pathway and/or subsequent transport to the OS. Although the mechanisms leading to PR cell loss are unknown, low intracellular Ca^2+^ may overactivate guanylyl cyclase and cause toxicity due to elevated cGMP \[[@B189-cells-09-00931]\].

The cone channel encoded by *Cnga3* and *Cngb3* functions as an α~2~β~2~ tetramer. Due to the absence of downstream synaptic signaling associated with channel defects, mutations in both genes result in a loss of cone ERG responses modeling achromatopsia. In addition, the alleles included in [Table S1](#app1-cells-09-00931){ref-type="app"}, *Cnga3^cpfl5^, Cnga3^tm1Biel^*, *Cngb3^cpfl10^,* and *Cngb3^tm1Dgen^* result in cone PR degeneration as assessed by marker analysis, although confirmation of cell loss by a direct nuclear count was lacking in some studies. The mechanism of cell death is unknown in these models, but by analogy may involve elevated cGMP as hypothesized in rods.

A critical component of phototransduction is SLC24A1 (also called NCKX1), which exports sodium and calcium ions in exchange for potassium. This activity is responsible for the decrease in intracellular Ca^2+^ upon closing of the cGMP-gated channels. Homozygous *Slc24a1^tm1Xen^* mice exhibit slow degeneration, possible due to malformation of OS discs \[[@B190-cells-09-00931]\].

Guanylyl cyclase and activating proteins. Photoreceptor guanylyl cyclases function as homodimers encoded by two genes in mice, *Gucy2e*, and *Gucy2f*. In the homozygous *Gucy2e^tm1Gar^* model, D~50~ was \>12 months ([Figure 6](#cells-09-00931-f006){ref-type="fig"}), indicating very slow rod PR cell loss, while cone cell numbers decreased rapidly to 33% of controls in 5 weeks \[[@B191-cells-09-00931]\]. Cone loss with rod preservation has been observed in Leber congenital amaurosis cases linked to variants of the human *Gucy2e* ortholog, *GUCY2D* \[[@B192-cells-09-00931]\]. However, *Gucy2e^tm1Gar^* mice are not considered to model this disease because rod ERG function, though diminished, is still detectable \[[@B191-cells-09-00931]\]. Although *Gucy2f* knockout did not cause PR cell loss, double knockout of both guanylyl cyclase genes resulted in moderate degeneration \[[@B193-cells-09-00931]\]. Rod and cone ERG responses were abolished in this model, suggesting that the residual function in *Gucy2e^tm1Gar^* mice was due to compensatory activity expressed from *Gucy2f*. The mechanism of PR cell loss in these models is unlikely to involve elevated cGMP as the enzymes needed for its production are ablated. The post-translational downregulation of other phototransduction proteins in double-knockout mice \[[@B193-cells-09-00931]\] may indicate a disruption of the proteostasis network that could explain PR cell loss.

Guanylyl cyclase activator proteins provide a feedback loop to restore cGMP levels. When intracellular Ca^2+^ is high, these proteins inhibit guanylyl cyclase; when Ca^2+^ levels are low, they switch to an activating Mg^2+^-bound conformation that promotes cGMP synthesis. This Ca^2+^-sensitive regulation permits PR cells to reestablish cGMP levels following light exposure due to lowered intracellular Ca^2+^, thereby resetting the cell for another stimulus. Double knockout of *Guca1a* and *Guca1b*, which encode the activator proteins in both rods and cones, had no detectable effect on retinal morphology up to eight months of age \[[@B194-cells-09-00931]\]. However, homozygous *Guca1a^tm1.1Hunt^* mice, which have a Glu155Gly missense substitution identical to one found associated with a severe dominant cone dystrophy \[[@B195-cells-09-00931]\], result in rapid loss of cones and subsequently rods ([Figure 6](#cells-09-00931-f006){ref-type="fig"}, [Table S1](#app1-cells-09-00931){ref-type="app"}). This mutation, like others associated with the human disease, may constitutively activate guanylyl cyclase due to a defect in calcium sensing \[[@B196-cells-09-00931]\], leading to cytotoxic accumulation of cGMP.

Recovery from light stimuli. Mechanisms to terminate the phototransduction cascade and recover the PR cell for additional stimuli include the phosphorylation of activated RHO by a *Grk1-*encoded kinase and the binding of *Sag-*encoded arrestin to the phosphorylated RHO. The binding of SAG limits transducin access to RHO and thereby prevents further activation of transducin and downstream processes. Significantly, defects in either gene induce photoreceptor cell loss, likely due to the accumulation of excess cGMP arising from unregulated active RHO. Early studies aimed at elaborating the role of the SAG or GRK1 proteins used mice raised in the dark \[[@B197-cells-09-00931],[@B198-cells-09-00931]\], as typical vivarium cyclic light--dark rearing conditions were described as leading to rapid degeneration. Subsequent studies of homozygous *Sag^tm1Jnc^* \[[@B199-cells-09-00931]\] or homozygous *Grk1^tvrm207^* mice \[[@B200-cells-09-00931]\] reveal slow PR cell loss with D~50~ \> 10 months under normal rearing conditions.

### 5.2.3. Category 03: Metabolism {#sec5dot2dot3-cells-09-00931}

Overview. Inborn errors of metabolism constitute a heterogeneous group of disorders that affect metabolic pathways due to underlying genetic defects \[[@B201-cells-09-00931]\] and result in abnormalities in the synthesis or catabolism of biomolecules \[[@B201-cells-09-00931],[@B202-cells-09-00931]\]. Many such inborn errors of metabolism are known to be associated with PR cell loss, manifested either as a primary ocular defect or as part of a systemic disease \[[@B201-cells-09-00931]\]. PR cells, with their high metabolic activity, are particularly vulnerable to defects in metabolism of biomolecules such as lipids, carbohydrates, nucleotides, and proteins, which provide energy and serve many other functions described below. Additionally, since organelles such as mitochondria and lysosomes are the major sites for cellular energy production and homeostasis, defects in organellar metabolism and function are also known to cause PR degeneration. The PR cell loss associated with different metabolic diseases varies in the age of onset, severity, and rate of progression ([Figure 6](#cells-09-00931-f006){ref-type="fig"}, [Table S1](#app1-cells-09-00931){ref-type="app"}) and the underlying genetic defects can be categorized based on the type of biomolecular metabolism or the subcellular location of the pathways affected.

Biomolecular metabolism: lipids. PRs are extremely rich in lipids, which make up to 15% of their cellular wet weight as compared to 1% in most other cell types \[[@B203-cells-09-00931],[@B204-cells-09-00931]\]. Phospholipids and cholesterol represent 90--95% and 4--6% (*w/w*) of total lipids, respectively \[[@B205-cells-09-00931]\]. The major phospholipids in rod outer segments include phosphatidylethanolamine, phosphatidylcholine, large amounts of phosphatidylserine, along with small amounts of sphingomyelin, phosphatidylinositol, and phosphatidic acid \[[@B205-cells-09-00931]\]. It has been suggested that the phospholipids in OS membranes are metabolically active and involved in generation of physiological mediators, and changes in metabolism of glycerolipids have been associated with transduction of visual stimuli \[[@B205-cells-09-00931]\]. Cholesterol has been reported to modulate the function of rhodopsin, a major protein of the OS membranes, by influencing membrane lipid properties \[[@B206-cells-09-00931]\]. Low-density lipoproteins (LDLs) are reported to be significant suppliers of PR lipids, especially cholesteryl esters \[[@B207-cells-09-00931],[@B208-cells-09-00931]\]. The OSs of PRs are particularly rich in very-long-chain polyunsaturated fatty acids (PUFA), such as docasohexaenoic acid (DHA), which is considered to be essential for visual function \[[@B209-cells-09-00931]\], and phospholipid-containing DHA is suggested to help in isomerization of 11-*cis*-retinal to the all-*trans* form, which is further reduced for its entry into the visual cycle \[[@B210-cells-09-00931]\]. Recently, DHA has also been implicated in the maintenance of OS homeostasis \[[@B211-cells-09-00931]\] and mediating PR cell survival \[[@B212-cells-09-00931],[@B213-cells-09-00931]\].

Thus, it is not surprising that disorders of lipid metabolism cause inherited PR degeneration. For example, mouse models for mutations in the elongation of very-long-chain fatty acids-like 4 (*Elovl4*) gene are reported to show features resembling Stargardt-like macular dystrophy in humans with cone degeneration preceding that of rods \[[@B214-cells-09-00931],[@B215-cells-09-00931]\]. Mutations in genes involved in phospholipid metabolism such as *Lpcat1* cause rapid PR degeneration (90% and 75% degeneration in *Lpcat1^rd11^* and *Lpcat1^rd11-2J^* alleles, respectively by 47 days) \[[@B216-cells-09-00931]\]. Similarly, mutations in genes involved in cholesterol biosynthesis such as *Nsdhl* \[[@B217-cells-09-00931]\] or in the biosynthesis and regulation of DHA-containing phospholipids, such as *Agpat3* and *Adipor1,* respectively \[[@B210-cells-09-00931]\], also cause PR degeneration, confirming the importance of lipids in preserving PR integrity. Since membrane phospholipid asymmetry is critical to performing various biological functions, mutations in genes important for its generation and maintenance, also lead to PR degeneration. For example, mutations in *Atp8a2,* a type of P4-ATPase that translocates and maintains phospholipid asymmetry show a 30--40% PR degeneration by two months of age \[[@B218-cells-09-00931]\]. Similarly, conditional inactivation of *Tmem30a*, known to be required for folding and transport of several P4-ATPases to their plasma membrane destination \[[@B219-cells-09-00931],[@B220-cells-09-00931]\], also results in severe PR degeneration \[[@B221-cells-09-00931]\]. *Tmem30a* knockout mice exhibit a more severe phenotype compared to *Atp8a2* knockout mice, possibly because *Tmem30a* binds multiple P4-ATPases \[[@B221-cells-09-00931]\].

Biomolecular metabolism: carbohydrate and nucleotide energy metabolism. The retina, and in particular PRs, have a high metabolic rate \[[@B222-cells-09-00931],[@B223-cells-09-00931]\] to support functions that are energetically demanding, such as phototransduction during constant illumination, maintenance of ion gradients in darkness, and performing anabolic metabolism to replace the approximately 10% of OSs that are lost every day to phagocytosis by RPE cells \[[@B223-cells-09-00931]\]. RPE cells also perform many energy demanding functions, such as maintenance of appropriate ionic and fluid composition in the subretinal space, uptake and conversion of all-*trans*-retinol to 11-*cis*-retinal and its transport back to photoreceptor cells, and OS phagocytosis. This high energy requirement makes the retina and RPE particularly vulnerable to functional deficits induced by deficits in energy metabolism \[[@B222-cells-09-00931]\]. The retina relies on blood-derived glucose and oxygen for its energy requirements. Additionally, PR cells use excess lactate obtained from Müller glial cells and convert it to pyruvate to provide energy via oxidative phosphorylation \[[@B222-cells-09-00931]\]. In addition to carbohydrates, the retina uses fatty acids \[[@B224-cells-09-00931]\] and nucleotides for its energy requirements \[[@B223-cells-09-00931]\].

Thus, neuronal activity and energy metabolism are tightly coupled and any mutations at the level of glucose, fatty acid or nucleotide biosynthesis can lead to PR degeneration. For example, mice lacking *Hkdc1*, which encodes a kinase found in the IS that phosphorylates glucose to glucose-6-phosphate, show 40% PR degeneration by 17 months \[[@B225-cells-09-00931]\]. Mice mutant for *Vldlr*, which encodes the receptor facilitating the uptake of triglyceride-derived fatty acids, show reduced cellular uptake and availability of fatty acids for energy production \[[@B224-cells-09-00931]\]. For some alleles of *Vldlr* (*Vldlr^m1Btlr^* and *Vldlr^tm1Her^*), more than 50% of PRs are lost by 12--14 months \[[@B226-cells-09-00931],[@B227-cells-09-00931]\], with cones being affected more significantly than rods \[[@B228-cells-09-00931]\]. The decrease in net available energy may lead to greater cone loss, as cones have been reported to require three times more energy than rods \[[@B222-cells-09-00931]\]. Similarly, while in some cases, mutations in genes involved in nucleotide metabolism such as *Nampt*, show embryonic lethality \[[@B229-cells-09-00931]\], others such as mutation in *Nmnat1*, show severe PR degeneration by 4--6 months \[[@B230-cells-09-00931]\].

Biomolecular metabolism: hormones. The physiology of eye is also dependent on the action of several hormones \[[@B231-cells-09-00931]\]. Mouse models mutant for thyroid hormone metabolizing genes, such as *Dio3*, which is important for local amplification of triiodothyronine (T3), show selectively detrimental effects on cone cells \[[@B232-cells-09-00931]\]. This confirms the proposed role of thyroid hormone signaling in regulating cone viability and cone opsin expression \[[@B232-cells-09-00931],[@B233-cells-09-00931]\]. Melatonin, a hormone that plays a role in sleep patterns, is known to have protective role against oxidative stress and apoptosis, and regulates retinal circadian rhythms \[[@B234-cells-09-00931]\]. A mouse model, mutant for the melatonin hormone receptor *Mtnr1a*, shows very slow PR degeneration (25% in 18 months) \[[@B235-cells-09-00931]\].

Biomolecular metabolism: oxidative stress. The eye is constantly subjected to oxidative stress due to daily exposure to light, atmospheric oxygen, and high metabolic activities \[[@B236-cells-09-00931]\]. Reactive oxygen species (ROS) are derived from diatomic oxygen and processes such as mitochondrial respiration that form superoxide anion radicals, toxic bis-retinoids that undergo photo-oxidation, and lipids, such as PUFAs, that undergo peroxidation \[[@B237-cells-09-00931]\]. Having unpaired electrons confers a great degree of ROS reactivity that can damage biomolecules such as DNA, lipids and proteins, and organelles including mitochondria and lysosomes \[[@B238-cells-09-00931],[@B239-cells-09-00931]\], thereby impairing their biological functions \[[@B203-cells-09-00931],[@B236-cells-09-00931]\]. Compared to other cells, non-proliferative postmitotic cells such as PRs and RPE cells are particularly sensitive to oxidative damage due to the apparent absence of a DNA damage detection system \[[@B240-cells-09-00931],[@B241-cells-09-00931],[@B242-cells-09-00931]\].

Under physiological conditions, cellular redox homeostasis is maintained by a balance between ROS generation and antioxidant systems \[[@B236-cells-09-00931]\]. Antioxidant enzymes such as *Sod1, Sod2,* and *Gpx4* are known to play a major role in ROS scavenging and changes in their expression or activity or both are reported to cause increased oxidative stress and are associated with diseases such as age-related macular degeneration (AMD) \[[@B243-cells-09-00931]\]. For example, mutations in the *Sod1* gene, encoding a cytosolic Cu-Zn superoxide dismutase that catalyzes the conversion of superoxide to hydrogen peroxide, are known to cause PR degeneration \[[@B244-cells-09-00931]\]. *Sod2,* which encodes a mitochondrial Mn superoxide dismutase, is required for survival and mutations in this gene lead to embryonic lethality \[[@B244-cells-09-00931],[@B245-cells-09-00931]\]. Genes such as *Nxnl1* and *Nxnl2*, known as rod-derived cone viability factors are also suggested to have antioxidant function and show cone degeneration when mutated \[[@B246-cells-09-00931],[@B247-cells-09-00931]\], with *Nxnl1* also showing a progressive rod cell loss \[[@B246-cells-09-00931]\]. Similarly, a mouse model for loss of *Ttpa*, coding for a protein that transports vitamin E, which is known to have antioxidant function, also shows 40% PR degeneration by 20 months \[[@B248-cells-09-00931]\].

Organellar metabolism: lysosomes. The lysosome, a subcellular organelle is critical for performing several vital functions such as degradation of extracellular and intracellular material, nutrient sensing, energy metabolism, and maintaining cellular homeostasis \[[@B249-cells-09-00931]\]. Lysosomes contain a wide variety of hydrolytic enzymes that enzymatically degrade biomolecules such as polysaccharides, lipids, etc. \[[@B250-cells-09-00931]\]. Defects in lysosomal function results in lysosomal storage disorders, a group of inherited metabolic disorders sharing a common biochemical feature of accumulating incompletely degraded metabolites within the lysosomes. Lysosomal storage disorders are generally classified by the composition of the material accumulated within them and often differ depending on the lysosomal proteins affected, which reflect different cell biological processes that are affected but terminating in a similar pathology of reduced clearance of metabolic aggregates.

RD is an early consequence of lysosomal storage diseases, especially in neuronal ceroid lipofuscinoses (NCL) \[[@B251-cells-09-00931]\], also called Batten disease, an early-onset neurodegenerative disease with other systemic features such as dementia and epilepsy \[[@B252-cells-09-00931]\]. NCL may be caused by disruption of genes encoding lysosomal enzymes (*Ppt1* and *Cln5*) and membrane proteins (*Mfsd8*) as well as ER membrane (*Cln6* and *Cln8*) and secretory pathway (*Grn*) proteins, and is characterized by a common lysosomal accumulation of ceroid. Similar to the early retinal phenotype reported for most human NCLs, most mouse models for NCL disease show an early onset of PR degeneration, beginning at 1 month of age and showing greater than 60% degeneration by 6--9 months \[[@B253-cells-09-00931],[@B254-cells-09-00931],[@B255-cells-09-00931],[@B256-cells-09-00931]\]. Additionally, similar to the adult-onset reported for mutations in human GRN, the mouse model for loss of *Grn* also shows a late onset PR degeneration by 12 months \[[@B257-cells-09-00931]\].

Mouse models for other lysosomal disorders, namely, mucopolysaccharidosis and mucolipidosis due to mutations in lysosomal proteins required for the breakdown of glycosaminoglycans and enzymes required for phosphorylation of glycoproteins, respectively, also develop PR degeneration. For example, mouse models for mucopolysaccharidosis with a mutation in *Naglu* present with a slowly progressive rod-cone degeneration \[[@B258-cells-09-00931]\], and for mucolipidosis with a mutation in *Gnptab* develop a severe PR degeneration with complete PR loss by 10 months \[[@B259-cells-09-00931]\].

The lysosome receives materials for degradation via two major pathways, autophagy and phagocytosis. Phagocytosis has an important function in maintaining retinal health since 10% of the OSs are phagocytosed daily by the RPE cells to dispose of waste such as photo-oxidative products while retaining and recycling useful contents back to the PR cells \[[@B260-cells-09-00931]\]. Phagocytosis by RPE requires its own machinery for processes such as recognition (e.g., *Cd36*), engulfment (e.g., *Mertk*), and degradation (lysosomal enzymes) of the extracellular material. Disruption of the phagocytic machinery due to absence/mutations in proteins involved in the phagocytic pathway, therefore, have severe consequences for PRs and can lead to PR cell death. Mouse models for mutations in genes involved in phagocytosis such as *Mertk*, *Cd36,* and *Rab28* show PR degeneration with the loss of *Mertk* showing a more severe phenotype (\>80% degeneration by 60 days for *Mertk^tm1Grl^* and *Mertk^tm1Gkm^*) \[[@B261-cells-09-00931],[@B262-cells-09-00931]\] than loss of *Cd36* (17% degeneration at 12 month) \[[@B263-cells-09-00931]\], and the model for *Rab28* loss showing a more cone-specific response \[[@B264-cells-09-00931]\].

Autophagy is another lysosome-mediated degradation process essential for maintaining cellular homeostasis \[[@B265-cells-09-00931]\]. Autophagic flux, the complete dynamic process of autophagy, includes multiple steps involving the formation of phagosomes and autophagosomes, autophagosome fusion with lysosomes, the degradation of the intra-autophagosomal contents, and recycling \[[@B266-cells-09-00931]\]. Thus, both lysosomal function and autophagy are interconnected wherein disruption of the hydrolytic functions of lysosomes impairs autophagic flux and, conversely, lysosomal function requires normal flux through autophagy \[[@B267-cells-09-00931],[@B268-cells-09-00931]\]. In the retina, autophagy plays a dual role: promoting cell survival against harmful stress, and cell death. High basal autophagic levels are maintained in RPE and PR cells. RPE cells being post-mitotic phagocytes are not self-renewing; the autophagy of intracellular components is therefore essential for a normal cellular function of the RPE \[[@B265-cells-09-00931]\]. In PR cells, autophagy occurs during various cellular activities such as OS degeneration \[[@B269-cells-09-00931]\], rhodopsin protein expression \[[@B270-cells-09-00931]\], visual cycle function, and PR apoptosis \[[@B271-cells-09-00931]\]. Mouse models of conditional inactivation of autophagy genes such as *Atg5*, *Atg7*, and *Rb1cc1* in RPE cells show that these genes are indeed important for survival of the animal and show PR degeneration.

Organellar metabolism: mitochondria. Mitochondria, often referred to as "the powerhouse of the cell", are the major site for cellular energy production in the form of ATP via oxidative phosphorylation. They also perform other important functions such as ROS generation and scavenging, calcium regulation, steroid, and nucleotide metabolism, regulation of intermediary metabolism, and initiation of apoptosis \[[@B272-cells-09-00931]\]. Oxidative phosphorylation is carried out by the mitochondrial respiratory chain, which consists of five complexes located along the inner mitochondrial membrane. These complexes, in an intricately organized series of biochemical events, synthesize ATP from ADP in response to cellular energy demands. A large number of mitochondria are present in the rod and cone IS and in RPE cells. The total surface area of the inner mitochondrial membrane in cones is 3-fold greater than in rods, presumably accommodating more respiratory chain enzymes to generate more ATP. Cones require more ATP than rods as they do not saturate in bright light and use more ATP/sec for light transduction and phosphorylation \[[@B222-cells-09-00931]\].

Defective cellular energy production due to abnormal oxidative phosphorylation in mitochondria can therefore lead to PR degeneration. A mouse model for the Leu122Pro mutation of OPA3, a protein hypothesized to be important for maintaining the inner mitochondrial membrane, is reported to cause a multisystemic disease characterized by severely reduced vision, loss of ganglion cells and PR degeneration (by 50%) at 3--4 months of age, a much more severe progression than observed in humans \[[@B273-cells-09-00931]\]. Similarly, a mouse model for a mutation in the gene for NAD-specific mitochondrial enzyme isocitrate dehydrogenase 3 (*Idh3a*), catalyzing the rate limiting step of TCA cycle, also causes an early and severe PR degeneration (more than 90%) by 90 days \[[@B274-cells-09-00931]\].

Extra-mitochondrial components of the tricarboxylic acid cycle and oxidative phosphorylation machinery have been localized to the rod OS \[[@B275-cells-09-00931]\]. It has been hypothesized that perturbation of this machinery results in excess ROS production, leading to PR cell death due to oxidative stress \[[@B275-cells-09-00931],[@B276-cells-09-00931],[@B277-cells-09-00931]\]. Mutations in a subset of mouse RD models in [Table S1](#app1-cells-09-00931){ref-type="app"} alter genes (*Mpc1, Opa3, Idh3a, Impdh1,* and *Oat*) that encode mouse homologs of mitochondria-associated proteins identified in bovine rod OS \[[@B275-cells-09-00931]\]. Of these, only IDH3A is directly involved in cellular energy production \[[@B274-cells-09-00931]\]; the others may influence oxidative phosphorylation or the TCA cycle indirectly, possibly altering the generation of ROS. It may be of interest to determine whether PR cell loss in these mouse models correlates with an altered distribution of extra-mitochondrial oxidative phosphorylation proteins in the rod OS \[[@B278-cells-09-00931]\], or an increased ROS production, which can be measured in retinal explants \[[@B279-cells-09-00931]\].

Organellar metabolism: peroxisomes. Peroxisomes are subcellular organelles with various catabolic and anabolic functions such as catabolism of long chain fatty acids and biosynthesis of DHA and bile acids \[[@B280-cells-09-00931]\]. Several childhood multisystem disorders with prominent ophthalmological manifestations have been ascribed to the malfunction of the peroxisomes, either at the level of peroxisomal biogenesis (PBD) or single enzyme deficiencies \[[@B281-cells-09-00931]\]. While little is known about the metabolic role of these organelles in retina, studies have shown the presence of peroxisomes in nearly all layers of retina and RPE, albeit with differential expression of lipid metabolizing enzymes, suggesting different functions in different cell types \[[@B282-cells-09-00931]\]. For example, Zellweger spectrum disorder (ZSD) is a disease continuum known to result from inherited defects in *Pex* genes essential for normal peroxisome assembly. Mice homozygous for the G844D point mutation in *Pex1* show a decreased ERG response and loss of cone PRs (up to 80%) by 22 weeks, recapitulating the abnormal retinal function phenotype in ZSD patients with mild disease \[[@B283-cells-09-00931]\]. The retinal pathology in such disorders suggests the importance of peroxisomes in maintaining retinal homeostasis and function.

### 5.2.4. Category 04: Visual Cycle and Retinoids {#sec5dot2dot4-cells-09-00931}

The visual cycle reisomerizes vitamin A retinal that has been released from visual pigments in PR cells, allowing regeneration of the bleached pigments and the subsequent detection of additional light stimuli. The process is catalyzed by enzymes located in PR and RPE cells, so the retinoid intermediates in the process must be transported between them. Mutation of genes involved in the visual cycle pathway cause PR degeneration, in most instances with a moderate to slow progression depending on the allele and the genetic background. Most *Rpe65* mutant alleles show moderately slow PR cell loss (D~50~ = 7--11 months) \[[@B284-cells-09-00931],[@B285-cells-09-00931],[@B286-cells-09-00931],[@B287-cells-09-00931],[@B288-cells-09-00931]\]. Allelic effects are observed in models bearing missense mutations, *Rpe65^tm1Lrcb^* \[[@B289-cells-09-00931]\] or *Rpe65^tm1.1Kpal^* \[[@B290-cells-09-00931]\], which cause slower progression than observed in *Rpe65^tm1Tmr^* knockout mice \[[@B285-cells-09-00931],[@B286-cells-09-00931],[@B287-cells-09-00931],[@B288-cells-09-00931]\]. *Abca4^tm1Ght^* on the BALB/c strain, which also carries a homozygous *Rpe65* Leu450Met mutation, show a late-onset PR degeneration with 40% loss by 11 months of age \[[@B291-cells-09-00931]\]. By contrast, the same *Abca4^tm1Ght^* mutation on a 129S4/SvJae background results in abnormal thickening of Bruch's membrane but normal ONL nuclei count and thickness \[[@B292-cells-09-00931]\]. Several visual cycle mutant alleles have other retinal abnormalities but normal ONL nuclei/thickness. For example, *Abca4^tm1.1Rsmy^* causes only autofluorescence and A2E accumulation \[[@B293-cells-09-00931]\] and *Abca4^tm2.1Kpal^* on C57BL/6\*129Sv leads to a RPE defect but normal ONL nuclei count and thickness \[[@B294-cells-09-00931]\]. In addition, PR degeneration in *Abca4* mutants can be induced by light exposure \[[@B295-cells-09-00931]\] or through interaction with other genes such as *Rdh8* \[[@B296-cells-09-00931],[@B297-cells-09-00931],[@B298-cells-09-00931]\]. The *Lrat^tm1Kpal^* mutation on a 129S6/SvEvTac\*C57BL/6J background results in mild PR degeneration, with \<10% loss at 4--5 months \[[@B299-cells-09-00931]\]. However, a 35% decrease in rod OS length was also reported in this model, indicating the importance of the visual cycle for OS maintenance. Another allele, *Lrat^tm1.1Bok^*, showed a similar loss of rod OS length and 18% PR degeneration at 6 months of age \[[@B300-cells-09-00931]\]. The *Rbp3^tmGil^* mutation results in the most rapid PR cell loss in this category (D~50~ = 0.79 months), possibly attributable to an early developmental role of the protein \[[@B301-cells-09-00931]\]. The *Rbp4^tm2Zhel^* congenic mutation on C57BL/6J showed 20% PR cell loss in some peripheral areas and 10% in the central retina an age of 40 weeks \[[@B302-cells-09-00931]\]. Mutations in two genes that play a role in retinoid uptake in the eye also result in PR cell loss. The *Rtbdn^tm1.1Itl^* allele causes a slow degeneration with a 20% and 37% loss of PR nuclei at 240 days of age in heterozygotes and homozygotes, respectively. *Stra6^tm1Nbg^* mice exhibit a normal number of rod PR nuclei but significant cone PR cell loss as detected by the cone-specific marker peanut agglutinin \[[@B303-cells-09-00931]\]. PR cell loss in *Stra6^tm1.1Jvil^* mice was more pronounced with vitamin A restriction \[[@B304-cells-09-00931]\].

### 5.2.5. Category 05: Synapse {#sec5dot2dot5-cells-09-00931}

PRs absorb light that passes through the anterior portion of the eye and convert the light to electrochemical signals that are transmitted through the neuroretina via synaptic connections to the optic nerve and visual cortex \[[@B305-cells-09-00931]\]. Thus, synapses, necessary for proper cell-to-cell communication, are critical for vision. Discussion of the complexity of PR synaptic development and function is reviewed in \[[@B306-cells-09-00931],[@B307-cells-09-00931],[@B308-cells-09-00931]\], and is beyond the scope of this review. Suffice to say that mutations in many of the components of synapses, such as presynaptic exocytotic proteins, endocytic proteins, calcium channels, postsynaptic receptors, and associated elements, must be properly organized to mediate transmission of signals, or can lead to visual problems \[[@B307-cells-09-00931]\]. It is interesting to note that disruption of some synaptic components of the secondary neurons (e.g., GRM6, GPR179, TRPM1, NYX, GNAO1, GNB5, and GNB3), while affecting function as assessed by ERG response, does not normally lead to PR degeneration \[[@B309-cells-09-00931]\]. This is also true of some presynaptic proteins, such as dystrophin \[[@B310-cells-09-00931]\] or dystroglycan \[[@B311-cells-09-00931]\]. However, disruption of some synaptic genes such as *Ache, Cabp4, Cacna1f, Cacna2d4,* and *Unc119* does lead to PR degeneration. For example, a null allele of *Ache* \[[@B312-cells-09-00931]\], causes a 50% loss of PR nuclei between 1.5 and 2 months and \>80% by 6--8 months. Although it was initially determined that the ACHE protein played an important role in hydrolyzing acetylcholine at synapses, its isoforms are now recognized to have far reaching structural functions \[[@B313-cells-09-00931]\]. Additionally, it has been shown that the loss of secondary neurons in the null allele model is likely to cause secondary PR cell loss \[[@B312-cells-09-00931]\]. Null or spontaneous alleles of synaptic genes that encode subunits of calcium channels that regulate the release of neurotransmitters, and the development and maturation of exocytic function of PR ribbon synapses, *Cacna1f* \[[@B314-cells-09-00931]\] and *Cacna2d4* \[[@B315-cells-09-00931],[@B316-cells-09-00931]\], respectively, show a slower rate of degeneration. By two months, there are approximately 10--25% of PR nuclei that have degenerated. CABP4, a protein that regulates calcium levels and neurotransmitter release at PR synapses, and modulates CACNA1F and other calcium channel activity shows a similar rate of PR degeneration of 10--25% loss at 2 months \[[@B317-cells-09-00931]\]. UNC119, which localizes to PR synapses (and IS) and is hypothesized to play a role in neurotransmitter release, also leads to a relatively late onset, slower rate of PR degeneration \[[@B318-cells-09-00931]\]. Interestingly, Haeseleer has described an interaction between synaptic genes *Cabp4* and *Unc119* \[[@B319-cells-09-00931]\]. It is likely that other synaptic proteins will also lead to PR degeneration through either a primary or secondary effect and that the interactions among the synaptic proteins will play a significant role in determining the relative rate of the degenerative process.

### 5.2.6. Category 06: Channels and Transporters {#sec5dot2dot6-cells-09-00931}

Ions such as sodium, potassium, and chloride, play important roles in the visual circuitry \[[@B320-cells-09-00931]\]. Their intracellular concentrations and movements within the cell, and between cells and the environment are exquisitely regulated by channels and transporters. Due to the importance of maintaining appropriate levels of these ions for proper function and maintenance of PRs, it is not surprising that disruption of these genes can lead to PR degeneration. Members of the ClC family of chloride channels, such as *Clcn2, Clcn3,* and *Clcn7,* show particularly early and significant PR degeneration. Compared to other channels in this section, they appear to have an enriched expression in the RPE. A 50% PR cell loss can be seen as early as 14--16 days in certain models with disruptions in these genes \[[@B231-cells-09-00931],[@B321-cells-09-00931],[@B322-cells-09-00931],[@B323-cells-09-00931]\]. Indeed, rapid progression of PR cell loss is observed in mice carrying any of the following alleles: *Clcn2^nmf240^*, *Clcn2^tm1Tjj^*, *Clcn3^tm1Lamb^*, *Clcn3^tm1Tjj^*, *Clcn7^tm1Tjj^*, *Clcn7^tm2Tjj^*, and *Clcn7^tm4.1Tjj^* \[[@B231-cells-09-00931],[@B321-cells-09-00931],[@B322-cells-09-00931],[@B324-cells-09-00931],[@B325-cells-09-00931],[@B326-cells-09-00931],[@B327-cells-09-00931]\]. A similar rapid and complete loss of PRs is seen when *Atp1b2*, a Na^+^/K^+^-ATPase thought to play a role in cell adhesion, is inactivated \[[@B328-cells-09-00931]\]. A targeted mutation in *Slc6a6,* which encodes a taurine/beta-alanine transporter, also leads to rapid, complete degeneration \[[@B329-cells-09-00931]\]. In contrast, inactivation of the bicarbonate, amino acid transporters, and Na^+^/H^+^ exchangers, *Slc4a7, Slc7a14,* and *Slc9a8* results in a later onset, but still severe PR degeneration \[[@B330-cells-09-00931],[@B331-cells-09-00931],[@B332-cells-09-00931]\]. Mouse models bearing mutations affecting BSG, a protein that has a role in targeting monocarboxylate transporters such as SLC16A1 to the plasma membrane, or REEP6, which mediates trafficking of clathrin-coated vesicles from the ER to the plasma membrane at outer plexiform layer sites enriched for synaptic ribbon protein STX3, also fall in this latter late onset/severe category \[[@B333-cells-09-00931],[@B334-cells-09-00931]\]. *Asic3*, an acid sensing Na^+^ channel, *Clcc1*, an intracellular chloride channel, and *Slc7a14*, an intracellular arginine transporter, all cause moderately slow degeneration when mutated \[[@B331-cells-09-00931],[@B335-cells-09-00931],[@B336-cells-09-00931]\]. Slowly progressive PR cell loss is also caused by mutation of *Mfsd2a*, which encodes a sodium-dependent lipid transporter responsible for maintaining a high DHA concentration in the retina is important for OS homeostasis, as discussed in Category 03 \[[@B337-cells-09-00931]\]. More data are needed to see if sensing and intracellular channels/transporters generally have milder phenotypes.

### 5.2.7. Category 07: Adhesion and Cytoskeletal {#sec5dot2dot7-cells-09-00931}

Proper structure of the retina is developed through protein interactions between cells and within cells. The spatial and laminar organization of the retina is maintained through junctional interactions between cells that impart mechanical support to maintain retinal architecture, a means for bidirectional communication (e.g., extracellular changes to the cell and from the cell to its environment), and together can form diffusion barriers. Within cells, cytoskeletal architecture is maintained through interactions of proteins with actin, intermediate filaments, and microtubules that serve to maintain cell morphology and polarity, and as discussed elsewhere, intracellular trafficking, contractility, motility, and cell division. Examples of disrupted proteins that lead to gaps between cell layers, presumably through aberrant adhesion, are mutations in *Adam9* and *Rs1*. The null allele of *Adam9*, a single pass transmembrane protein with disintegrin and metalloprotease domains that has been shown to interact with a number of integrins \[[@B338-cells-09-00931]\], leads to aberrant adhesion between the apical processes of the RPE and OS and to late onset PR degeneration \[[@B339-cells-09-00931]\]. Likewise, mutations in RS1, a protein with a discoid domain, which has been implicated in cell adhesion and cell--cell interactions \[[@B340-cells-09-00931]\] lead to a splitting of the inner retinal layer and progressive PR loss \[[@B341-cells-09-00931],[@B342-cells-09-00931],[@B343-cells-09-00931]\]. RS1 binding to phospholipids on the membrane surface, together with other proteins \[[@B340-cells-09-00931]\] may provide a stabilizing scaffold that is important in cell--matrix, cell--cell, and cytoskeletal organization.

CRB1 and its interacting partners, such MPP3, MPP5, and PARD6A, have been shown to be important in establishing proper retinal lamination presumably through their essential roles in establishing cellular apical basal polarity \[[@B344-cells-09-00931]\]. A primary defect of a disruption in CRB1 is the fragmentation of the outer limiting membrane \[[@B345-cells-09-00931],[@B346-cells-09-00931]\]. As reviewed previously \[[@B344-cells-09-00931],[@B347-cells-09-00931]\], the outer limiting membrane consists of adherens/tight junctions formed in part by the CRB1 complexes between Müller glia and the rod or cone IS that form a diffusion barrier. Loss of components of the CRB1 complexes (CRB1-MPP5-PATJ, CRB1-MPP5-MPDZ, and CRB1-PARD6A-MPP5-MPP3/MPP4) leads to lamination defects with formation of rosettes and a progressive loss of PRs. Although yet to be reported, it is likely that mutations in PATJ, PARD3, MPDZ, and MPP4 will lead to similar disease phenotypes, as a reduction in ERG response in MPDZ mutants \[[@B348-cells-09-00931]\] and a reduced ERG with abnormal retinal morphology have been indicated for PARD3 mutants \[[@B41-cells-09-00931],[@B43-cells-09-00931]\].

Equally important to the function and maintenance of the retina are the intracellular components that make up the cytoskeletal cell structure. Disruption of proteins that interact with actin intracellularly have been shown to lead to PR degeneration. For example, CDC42, a small GTPase that is a key regulator of actin dynamics \[[@B349-cells-09-00931]\] leads to an early onset, progressive PR degeneration when disrupted. Models caused by mutations in FSCN2, an actin crosslinking protein \[[@B350-cells-09-00931],[@B351-cells-09-00931]\], and by a hypomorphic variant of CTNNA1, a protein that coordinates cell surface cadherins with the intracellular actin filament network \[[@B352-cells-09-00931]\], show slow-paced PR cell loss. The proper localization of organelles within the cell is also mediated by the cytoskeletal architecture and can have an untoward effect when disrupted. For example, SYNE2, a nuclear outer membrane protein that binds to F-actin, tethers the nucleus to the cytoskeleton and is necessary for the structural integrity of the nucleus \[[@B353-cells-09-00931],[@B354-cells-09-00931]\]. Without it, early onset, moderately paced PR cell loss occurs.

### 5.2.8. Category 08: Signaling {#sec5dot2dot8-cells-09-00931}

Molecules such as growth factors/cytokines, hormones, neurotransmitters, and extracellular matrix proteins, or alternatively, mechanical stimuli, are examples of signals used to communicate environmental changes to the cell. Surface or intracellular (e.g., nuclear) receptors recognize the signals and effect changes within the cell, often setting in motion amplifying transduction cascades that mediate responses such as activation or inhibition of protein activity or migration to different cellular localizations. Further, signals can also be transmitted from the cell to other cells, for example, through neurotransmitters. Since intra- and intercellular communication is crucial for the proper development or function of cells, it is not surprising that a large number of mutations in cellular signaling lead to defects in retinal development, which in turn affects PR survival. For example, vascular development is affected in mutants bearing disruptions in *Fzd5, Lrp5, Ndp,* and *Tspan12*---all components of the Wnt signaling pathway. Integral membrane frizzled receptors, of which they are 10, together with coreceptors, LRP5 and LRP6, mediate canonical Wnt signaling \[[@B355-cells-09-00931]\]. Thus, conditional *Fzd5* null mutants develop microphthalmia, coloboma and persistent fetal vasculature, and late-onset progressive RD \[[@B356-cells-09-00931]\] and *Lrp5* mutants exhibit similar vascular and retinal phenotypes \[[@B357-cells-09-00931]\]. Mice that are null for NDP, a ligand for FZD4, exhibit delayed retinal vasculature development, retrolental masses, disorganization of the ganglion cell layer, and occasionally focal areas of ONL absence at later stages of the disease \[[@B358-cells-09-00931]\]. TSPAN12, mediates NDP-FZD4-LRP5 signaling in the retinal vasculature, where it localizes, and a mutation leads to vascular defects that phenocopies disruptions in *Ndp*, *Fzd4,* and *Lrp5*, and at 3 months exhibits a 50% loss of PRs \[[@B359-cells-09-00931]\]. In all of these models, it is likely that the loss of PRs is caused by the aberrant retinal vasculature having secondary effects on PRs. A review by Hackam suggests that Wnt signaling may affect the apoptotic pathway and neurotrophin release, dysregulation of which may affect PR survival \[[@B360-cells-09-00931]\]. MFRP, which bears a CRD domain shared by all frizzled proteins, also leads to PR degeneration when disrupted \[[@B361-cells-09-00931],[@B362-cells-09-00931]\], as does the human knock-in allele, p.S163R, of its bicistronic partner, CTRP5 \[[@B363-cells-09-00931]\]. The exact role or function of either protein has yet to be fully elucidated.

Like the frizzled-associated proteins whose pathological effects on PRs are likely to be mediated through an aberrant retinal vasculature, other signaling molecules, *Ptpn11* and *Fyn*, appear to mediate their effects on PRs through another cell type as well, in this case, Müller glia cells, and PRKQ through the RPE. A *Six3-cre* mediated conditional knockout of *Ptnp11* \[[@B364-cells-09-00931]\] leads to altered ERK and MAPK signaling in Müller glia and alteration in their adhesive capabilities. FYN, a Src-kinase membrane associated tyrosine kinase, localizes to Müller glia cells, and FYN deficiency leads to altered adhesion properties of Müller cells and retinal dysmorphology \[[@B365-cells-09-00931]\]. PRKCQ, a serine threonine protein kinase, which localizes to the lateral surface of the RPE cells, causes a reduction in adhesion between the apical processes of the RPE and OSs when it is disrupted. The reduction in adhesion may be responsible for the retinal detachment and subsequent PR loss observed in this model \[[@B366-cells-09-00931]\].

The family of PI3Ks or phosphoinositide 3-kinases, made up of catalytic and regulatory subunits, function to phosphorylate the inositol ring of phosphatidylinositol and thereby regulate growth, proliferation, differentiation, motility, survival, and intracellular trafficking. For example, it mediates insulin-stimulated increase in glucose uptake and glycogen synthesis and responds to signals such as FGFRs and PDGFRs. Conditional knockouts of *Pik3cb*, encoding a catalytic subunit \[[@B367-cells-09-00931]\] and *Pik3r1*, encoding a regulatory subunit \[[@B368-cells-09-00931]\], using the cone-specific CRE, Tg(OPN1LW-cre)4Yzl, lead to progressive cone PR loss. IRS2, necessary for the integration of signals from insulin and IGF1 receptors, causes an early-onset, moderately paced PR loss \[[@B369-cells-09-00931]\]. Additionally, a targeted conditional allele of PDGFRB developed diabetic retinopathy like features with angiogenesis, proliferative DR-like lesions, pericyte drop out, and eventual PR loss \[[@B370-cells-09-00931]\]. Disruption of MAP3K1, a serine/threonine kinase, which participates in the ERK, JNK, and NF-κB signaling pathways, leads to retinal laminar and vascular defects, aberrant RPE, and PR cell death \[[@B371-cells-09-00931]\]. SEMA4A, a transmembrane protein, also causes PR loss, most probably through its effects on endosomal sorting \[[@B372-cells-09-00931]\].

5.2.9. Category 09: Transcription Factors {#sec5dot2dot9-cells-09-00931}
-----------------------------------------

In mice, cone and rod PRs are born and develop between approximately E12 and P0, and approximately E13.5 and P7, respectively, from the same multipotent retinal progenitor cell (RPC) pool \[[@B373-cells-09-00931]\]. PR development, orchestrated by a network of transcription factors, is divided into five phases: proliferation of multipotent RPCs, restriction of RPC competence, cell fate specification, expression of genes important for PR function, and finally, PR structural maturation \[[@B374-cells-09-00931],[@B375-cells-09-00931]\]. RB1 and E2F1 function by controlling the G1 to S phase transition in the cell cycle; RB1 plays an inhibitory role until activated by phosphorylation, balancing cell proliferation and cell fate specification \[[@B376-cells-09-00931]\]. OTX2 is critical for fate determination, while CRX is necessary for terminal PR differentiation and acts at different steps in PR development. Transcriptional factors important for rod PR subtype specification include RORβ, NRL, and NR2E3, and for generation of the cone subtypes, TRβ2 and RXRγ \[[@B374-cells-09-00931],[@B375-cells-09-00931]\]. Further, transcription factors regulate the expression of other transcription factors in the network (e.g., CRX interacts with *Nrl*, *Rorb,* and *Mef2d*, to name a few, to mediate rod differentiation, cone differentiation, and proteins necessary for the maturation of the PR, respectively).

The importance of transcription factors in retinal development has been explored in many studies resulting in a number of mouse models with different disease phenotypes (MGI JAX). In many cases, disruption of transcription factors, especially those affecting earlier phases of PR development lead to a reduction in the total number of retinal cells generated. We have only included within this category those disrupted transcription factors that eventually lead to PR degeneration. Interestingly, the onset of degeneration of the PR transcription factor models is highly variable---14 days to 2 months of age---and appears to be dependent upon the method used to generate the model and possibly background strain, as variation of severity and onset differs among different models of the same gene. Interestingly, the *Crx* models provide a series that recapitulate the clinical diagnoses of autosomal dominant cone-rod dystrophy, Leber congenital amaurosis, and late-onset dominant retinitis pigmentosa. *Crx^Rip^* heterozygotes showed 34% degeneration at five weeks, compared to mice homozygous for the mutation, which reached 55% degeneration at the same age \[[@B377-cells-09-00931]\]. *Crx^tm1.1Smgc^* was also noted to have a heterozygous disease presentation more similar to a cone-rod dystrophy, while the homozygous mutant presented with a disease phenotype similar to Leber congenital amaurosis with 70% loss of PRs at one month of age \[[@B378-cells-09-00931]\].

Other transcriptional factors necessary for the proper maturation of the PRs, such as, MEF2D, shown to be important in regulating transcription of OS and synaptic proteins \[[@B379-cells-09-00931]\], or NRF1 \[[@B380-cells-09-00931]\], important in mitochondrial biogenesis also develop PR degeneration when disrupted. Finally, there are transcriptional factors that are important in the development or function of supporting cells such as ONECUT1 for horizontal cells \[[@B381-cells-09-00931]\] and MITF for RPE and/or choroidal melanocytes \[[@B382-cells-09-00931]\], which affect PR survival when disrupted.

5.2.10. Category 10: DNA Repair, RNA Biogenesis, and Protein Modification {#sec5dot2dot10-cells-09-00931}
-------------------------------------------------------------------------

Among the many disrupted genes that lead to PR degeneration, several instances have been documented in genes necessary for producing fully functional proteins, from transcription through post-translational modification. Defects in these genes are likely to impact the function of many other genes that they act upon, and hence, have a greater effect. Since they play a central and basic role, when disrupted they often lead to prenatal lethality in mice, and the adult phenotype is unknown unless a conditional knockout or hypomorphic allele is generated. For example, disruption of DNA repair genes such as *Ercc1*, RNA splicing genes such as *Prpf3, Prpf6, Prpf8, Prpf31*, and *Bnc2*, and miRNA processing genes, *Dicer1* and *Dgcr8* are prenatal lethal in a homozygous state \[[@B34-cells-09-00931],[@B383-cells-09-00931]\]. In contrast, homozygous null alleles of *Bmi1* \[[@B384-cells-09-00931]\] and *Msi1* \[[@B385-cells-09-00931]\], both involved in repression of regulatory genes in embryonic development, are viable, suggesting potential compensatory mechanisms for the functional loss of these genes. Thus, germline, conditional or hypomorphic models were considered in this category.

Review of genes in this category suggested that a DNA damage response network to ensure transcription in the face of DNA lesions might be required for PR cell maintenance. DNA lesions, such as pyrimidine dimers, interstrand crosslinks, or double-strand breaks (DSBs), are induced by many mechanisms that include UV radiation or free radicals. Repair of such damage is essential for DNA replication and, of particular importance for long-lived post-mitotic neuronal cells, transcription \[[@B386-cells-09-00931],[@B387-cells-09-00931],[@B388-cells-09-00931]\]. Proteins encoded by *Bmi1, Dgcr8, Dicer1, Elp1, Ercc1, Ercc6, Msi1, Sirt6, Top2b, Ubb,* and *Uchl3* are known to participate in the DNA damage response \[[@B387-cells-09-00931],[@B389-cells-09-00931],[@B390-cells-09-00931],[@B391-cells-09-00931],[@B392-cells-09-00931],[@B393-cells-09-00931],[@B394-cells-09-00931],[@B395-cells-09-00931],[@B396-cells-09-00931],[@B397-cells-09-00931],[@B398-cells-09-00931]\], some in transcription-coupled DNA repair. For example, BMI1 represses transcription at sites of UV-induced DNA damage to allow repair \[[@B389-cells-09-00931]\]; ELP1 is a required component of the Elongator complex \[[@B399-cells-09-00931]\], which couples RNA polymerase II to an alkyladenine glycosylase that initiates base excision repair \[[@B392-cells-09-00931]\]; ERCC6 promotes DSB repair in actively transcribed regions by displacing RNA polymerase from the lesion site \[[@B387-cells-09-00931]\], and DGCR8 interacts with both RNA polymerase II and ERCC6 to mediate transcription-coupled nucleotide excision repair of UV-induced DNA lesions \[[@B390-cells-09-00931]\]. Intriguingly, topoisomerase TOP2B, which creates DSBs during transcriptional activation \[[@B396-cells-09-00931]\], has been identified as a key regulator of transcription during the last stages of postnatal PR development \[[@B400-cells-09-00931]\]. Thus, DSBs in PR cells may arise in part from transcriptional activation of genes that encode components destined for the OS. Additionally supporting the importance of DNA repair to PR maintenance, Category 01 gene *Atr* encodes a master regulator of the DNA damage response that has surprisingly been linked to retinal degenerative disease and localized to the cilium \[[@B401-cells-09-00931]\]. Further, Category 03 gene *Nmnat1* encodes an enzyme that synthesizes nicotinamide adenine dinucleotide in the nucleus, which may regulate the large-scale polyADP-ribosylation of protein targets at sites of DNA damage \[[@B402-cells-09-00931]\]. Mutations in the genes encoding these proteins all result in PR cell loss \[[@B230-cells-09-00931],[@B384-cells-09-00931],[@B385-cells-09-00931],[@B400-cells-09-00931],[@B401-cells-09-00931],[@B403-cells-09-00931],[@B404-cells-09-00931],[@B405-cells-09-00931],[@B406-cells-09-00931],[@B407-cells-09-00931],[@B408-cells-09-00931],[@B409-cells-09-00931],[@B410-cells-09-00931],[@B411-cells-09-00931]\]. Mutations in five of these genes as included in [Figure 6](#cells-09-00931-f006){ref-type="fig"} (*Cwc27, Ercc1, Ercc6, Sirt6,* and *Ubb*) caused moderate to slow progression of PR cell loss (D~50~ ≥ 2 months), consistent with a steady accumulation of unresolved DNA damage with age. The rapid PR cell loss observed in *Atr^tm1Ofc^* mice (D~50~ = 13 days) may reflect its direct involvement in OS development \[[@B401-cells-09-00931]\] in addition to the DNA damage response.

Due to the high percentage of alternatively spliced genes in the human retina \[[@B412-cells-09-00931],[@B413-cells-09-00931]\], it is not surprising that mutations in mRNA splicing genes: *PRPF3, PRPF4, PRPF6, PRPF8, PRPF31, PDAP1,* and *BNC2* have been shown to lead to PR degeneration in humans \[[@B3-cells-09-00931]\]. In fact, in human retinal disease, 14% of disease genes are categorized as playing a role in RNA metabolism \[[@B383-cells-09-00931]\]. Interestingly, heterozygous humanized alleles of *PRPF3* and *PRPF8* and the null allele of *Prpf31* in mice do not recapitulate PR degeneration observed in humans but rather exhibit late-onset RPE degeneration \[[@B414-cells-09-00931]\]. In contrast, a hypomorphic allele of the mRNA splicing gene, *Cwc27*, with reduced viability, does lead to moderate onset PR degeneration \[[@B415-cells-09-00931]\]. The differences observed among species require additional studies to unravel the complexities that govern genetic interactions.

Post-translational modification, which occurs by adding modifying molecules to amino acids or removing or altering these modified amino acids, is important for proper folding, transport/trafficking, localization, function, regulation, and/or degradation of proteins. Examples of post-translational modifications include phosphorylation, glycosylation, acetylation, ubiquitination, sumoylation, methylation, and lipidation \[[@B416-cells-09-00931]\]. Kinases that affect activity by mediating phosphorylation states are described elsewhere, however, post-translational modification genes affecting glycosylation and lipidation/prenylation are prominent among those that lead to PR degeneration. For example, the encoded proteins of *Fkrp*, *Large1, Pomt1,* and *PomgnT1*, necessary for the glycosylation of alpha-dystroglycan, essential for formation of the dystroglycan complex and for proper retinal lamination, lead to moderate rates of PR degeneration when disrupted. Prenylation is critical for proper trafficking and localization of retinal proteins. Of the three genes important in the prenylation and postprenylation processes, conditional loss of *Rce1* leads to an absence of phosphodiesterase subunits PDE6A, PDE6B, and PDE6C from the rod OS, probably due to a failure to prenylate one or more of these proteins \[[@B417-cells-09-00931]\]. By contrast, ablation of *Icmt* does not appear to affect phosphodiesterase transport but rather results in lowered levels of prenylated proteins GNAT1, PDE6G, and GRK1 \[[@B418-cells-09-00931]\], which are essential PR proteins. The null mutation of farnesyl-diphosphate farnesyltransferase 1, which adds a farnesyl group to the cysteine of the CAAX amino acid motif is prenatal lethal, but as a conditional tissue specific knockout may result in the same PR effects.

Two additional types of post-translational modification involve glycylation and glutamylation of proteins essential for normal connecting cilia function. Disruption of *Ttll3*, encoding a protein-glycine ligase necessary for glycylation of tubulin, results in an absence of glycylation in PR cells, shortening of the connecting cilia, and slow PR cell loss \[[@B419-cells-09-00931]\]. Interestingly, PR tubulin glutamylation increased in *Ttll3* mutant mice. TTLL5, tubulin tyrosine ligase like 5, adds glutamate residues on proteins. Sun et al. \[[@B420-cells-09-00931]\] reported that *Ttll5* disruption leads to late onset, slowly progressive PR cell loss that phenocopied retinal disease observed in *Rpgr* mutants. Perhaps this is not surprising as these investigators determined that TTLL5 glutamylates RPGR, a modification that is necessary for normal RPGR function in the PR cilium. *Agtpbp1* encodes a metallocarboxypeptidase that deglutamylates target proteins. Its disruption in *pcd* mutants leads to abnormal tubulin glutamylation \[[@B419-cells-09-00931]\] and an accumulation of vesicles in the interphotoreceptor space \[[@B421-cells-09-00931]\], indicating the importance of proper post-translational modification for PR survival.

5.2.11. Category 11: Immune Response {#sec5dot2dot11-cells-09-00931}
------------------------------------

As resident immune cells, microglia survey the retina constantly, presumably with the goal of removing unwanted debris and responding to damage arising from environmental and/or genetic stressors. They respond to damage by eliciting various responses that can range from regenerative to inflammatory depending on the type of injury. Thus, although microglia are unlikely to be instigators in RD, it may well be the case that microglia influence the severity of responses to ocular damage depending on mutations. Mutations in several genes central to the immune system lead to PR degeneration in mouse models. *Aire^tm1.1Doi^* show early onset PR degeneration with 20% of ONL thickness loss at 10 weeks with rapid progression to 60% ONL thickness loss by 18 weeks \[[@B422-cells-09-00931]\]. *C3ar1^tm1Cge^* mutants show very slow PR degeneration with about 20% loss at 14 months \[[@B423-cells-09-00931]\]. *Cd46^tm1Atk^* show different rates of PR nuclei loss in male and female mice with 23% and 31% at 12 months of age, respectively \[[@B424-cells-09-00931]\]. Mutations in *Cx3cr1*, normally expressed in immune cells including microglia, were associated with PR cell loss. Homozygous *Cx3cr1^tm1Litt^* \[[@B425-cells-09-00931]\] and *Cx3cr1^tm1Zm^* \[[@B426-cells-09-00931]\] mice on the same C57BL/6J background showed similar rates of PR degeneration with 30% and 40% loss, respectively, at 16--18 months of age. However, *Cx3cr1^tm1Zm^* mice on the BALB/cJ background show complete nuclei loss at 4 months of age \[[@B426-cells-09-00931]\]. *Cxcr5^tm1Lipp^* causes late onset PR degeneration with 20% loss of ONL thickness at 17 months of age and RPE disorganization \[[@B427-cells-09-00931]\], whereas ablation of *Irf3* and *Igfbp3* showed mild PR degeneration at 2--4 months of age, about 10--14% \[[@B428-cells-09-00931],[@B429-cells-09-00931]\]. *Ccl2* and *Ccr2* mutations also led to PR degeneration and fundus lesions, ONL loss in some areas and development of neovascular lesions, resembling phenotypes of AMD \[[@B430-cells-09-00931]\]. *Cfh^tm1Mbo^* was shown to have an impairment of rod and cone function by ERG and 29% decreased thickness of Bruch's membrane; however, rod opsin was distributed normally and no significant reduction in the number of PR cells was observed \[[@B431-cells-09-00931]\]. *Cfh^tm1.1Song^* demonstrated retinal whitening and cotton wool spots by fundus imaging \[[@B432-cells-09-00931]\]. Other genes involved in immune function that also showed PR degeneration as conditional knockouts encode transforming growth factor beta receptor II (*Tgfbr2*) \[[@B433-cells-09-00931]\] and aryl hydrocarbon receptor (*Ahr*) \[[@B434-cells-09-00931]\].

5.3. Omitted Models with PR Abnormalities that May be of Interest {#sec5dot3-cells-09-00931}
-----------------------------------------------------------------

Based on the exclusion criteria described in the Methods section, a number of models with PR abnormalities caused by single gene mutations were not included in our final [Table S1](#app1-cells-09-00931){ref-type="app"}. Since we narrowly defined PR degeneration models as post-developmental loss of PR nuclei, some models, which were described with only OS alterations or ERG differences, were not included. For example, mice bearing a spontaneous point mutation in the *Ttc26^hop^* \[[@B435-cells-09-00931]\] that leads to the generation of a stop codon, Tyr430Ter, were reported to show OS shortening at one year of age with no PR loss. Likewise, ectopic expression of cone opsins in rod OSs led to scotopic ERG abnormalities but not PR degeneration in *Samd7^tmlTFur^* mice at 12 months of age \[[@B436-cells-09-00931]\]. The many allelic variants that cause ERG abnormalities without PR cell loss are listed in the MGI database and can be accessed through a phenotype query.

5.4. Factors Leading to Phenotypic Variability {#sec5dot4-cells-09-00931}
----------------------------------------------

### 5.4.1. Effects of Allelic Heterogeneity {#sec5dot4dot1-cells-09-00931}

Allelic heterogeneity is frequently a cause of phenotypic variability. For mouse models, this is often encountered when comparing a knockout model with spontaneous or induced mutations that still allow a protein to be produced. The latter would primarily be hypomorphic alleles due to amino acid substitutions, some splicing mutations that leave alternate splice forms intact and some C-terminal truncating mutations, which may retain some protein function. Often the knockout allele will be the more severe, presumably because in addition to the loss of protein function, the loss of the protein itself may cause secondary defects such as the failure to form a molecular complex that normally needs the native protein to form.

Mutations in the voltage gated calcium channel, *Cacna1f*, cause congenital stationary night blindness in humans due to abnormal neurotransmitter release in PR synapses. A null mutation in the *Cacna1f* gene (ΔEx14--17) leads to an absent b-wave, abnormal PR synapses, lack of Ca^2+^ response in PR terminals and PR degeneration to 8 rows in the ONL at 8 months \[[@B314-cells-09-00931]\]. In contrast, an Ile756Thr amino acid substitution found in human patients and introduced into mouse, led to a different phenotype with reduced b-wave, some intact ribbon synapses, a strong abnormal Ca^2+^ response, and a more severe degeneration (3--4 rows at 8 months of age \[[@B314-cells-09-00931]\]). Here the human allele represents a gain-of-function mutation that in addition to the loss of the original enzyme activity results in a new activity, or causes cell stress, which then induces additional phenotypes and makes the disease presentation more severe.

Within an allelic series of amino acid substitutions there are also frequently gradations of phenotypic severity. If a protein has several functional domains, mutations in different domains may lead to distinct phenotypes. In addition, some mutations can lead to an abnormal tertiary structure of the protein. Such structural changes can lead to a failure to interact with binding partners or substrates/ligands or change the nature of such interactions \[[@B437-cells-09-00931]\]. Structural changes can also affect export of the protein from the endoplasmic reticulum (ER) and result in ER stress and eventually apoptosis of the cell \[[@B438-cells-09-00931]\].

One of the larger allelic series available is for human PRPH2 with more than 150 disease causing mutations reported \[[@B439-cells-09-00931]\]. Although only the secondary structure of the protein is available, some clustering of disease phenotypes is apparent. For example, the area around amino acids 190--220 on the intradiscal loop 2 is enriched for mutations causing autosomal dominant retinitis pigmentosa. This area is thought to interact with ROM1. Mutations leading to macular degeneration are more frequently present between amino acids 142 and 172. However, some macular degeneration and autosomal dominant retinitis pigmentosa mutations are also found elsewhere in the protein \[[@B439-cells-09-00931],[@B440-cells-09-00931]\]. Once a 3D structure is available, we may find that the disease specific mutations may well be in spatial proximity and a clearer picture of the genotype-phenotype relation may be revealed.

Allelic heterogeneity can also arise from the intron/exon structure of the gene itself. Many genes produce several distinct transcripts through alternative splicing of their exons \[[@B441-cells-09-00931]\]. These differing transcripts can each produce proteins, which possess unique functions. For example, the *Rpgrip1* gene produces two splice variants that code for proteins that differ at their C-terminus, a full-length transcript and a shorter transcript encompassing exons 1--13 plus three additional C-terminal amino acids. An insertion between exons 14 and 15 of the full-length transcript leads to PRs with vertically stacked OS discs \[[@B442-cells-09-00931]\], whereas, a chemically induced mutation in the splice acceptor site in intron 6 that leads to a loss of both splice variant forms results in a failure to develop OSs altogether \[[@B443-cells-09-00931]\].

Despite the promise of genotype--phenotype correlation analyses to aid in the functional annotation of retinal proteins as well as in the diagnosis and prognosis of retinal degenerative diseases, few allelic series are yet available. In humans the analysis is complicated by the fact that environment and genetic background effects can confound the allelic effect. In animal models, large allelic series are not yet available.

Until recently allelic heterogeneity posed a problem for the generation of mouse models for human retinal diseases because only transgenesis and the generation of knockout models by homologous recombination were available. The removal of the gene products using knockouts can only model recessive or haploinsufficiency diseases, and often the complete lack of the protein will lead to embryonic lethality.

Transgenic models are associated with their own set of problems. Depending on the transgene integration site, the expression of the transgene can be reduced or cellularly restricted. Integration into an unrelated gene can disrupt expression of that gene and cause a phenotype that is not related to the transgene. The use of directed transgene insertion into safe sites, such as the Rosa26 locus (*Gt(ROSA)26Sor*) provides a workaround for some of these problems, although the choice of a promoter that faithfully mimics the native expression is still a difficult process. For these reasons, transgenic mouse models were not included in this review.

With the advent of CRISPR/Cas9 technology to produce precise cuts in genomic DNA, and the ability to perform gene editing through homology directed repair, it is now feasible to recreate human mutations in the mouse and directly probe for the phenotypic effects of allelic heterogeneity \[[@B444-cells-09-00931]\]. Comitato et al. present an interesting phenotype comparison of transgenic and knock-in rhodopsin P23H models \[[@B445-cells-09-00931]\].

### 5.4.2. Effects of Genetic Interactions {#sec5dot4dot2-cells-09-00931}

Gene interaction, or epistasis, is frequently observed during genetic analysis when two or more alleles at different loci combine to alter the onset, type, or severity of disease phenotypes. Such phenotype altering interactions arise from the organization of proteins and RNAs into macromolecular complexes and/or biochemical and regulatory pathways and networks. For example, consider hypomorphic mutations in two proteins that are components of a linear enzymatic pathway. Individually the reduced activity may not greatly impact the flux through the pathway, but combined in the same cell, the pathway flux may be reduced and become severe enough to induce a disease phenotype due to a lack of sufficient pathway product. Alternatively, a mutation may impair Pathway A, so that a disease phenotype arises. A second mutation may arise in a Pathway B that allows it to compensate for the malfunction in Pathway A and thus reduce the severity of the original disease phenotype. Mutations of this latter type of interacting mutations are called suppressor mutations and are extremely useful because they directly identify potential drug targets whose manipulation may be used to treat disease.

In general, identification of genetic interactors can be useful for placing the primary mutated gene in a biological context and help to define its cellular and organismal function. Often, the known function of a gene and its biology can suggest candidate interacting genes. Similar to the first hypothetical interaction case above, mutations in two proteins involved in iron homeostasis, ceruloplasmin (CP), a ferroxidase associated with transferrin transport across the plasma membrane, and hephaestin (HEPH), implicated in iron transport across cells, individually do not show obvious PR degeneration. Combined in a double mutant mouse model, however, they lead to iron overload in the retina and subsequent RPE abnormalities and PR degeneration \[[@B446-cells-09-00931]\]. Another example involves two proteins necessary for retinoid recycling, ABCA4 and RDH8. Mutations in each alone do not show any phenotype; combined they cause all-*trans*-retinoid accumulation and PR degeneration \[[@B296-cells-09-00931]\]. Since previous studies had suggested that activation of TLR3 may lead to inflammation and mediating apoptosis \[[@B447-cells-09-00931]\], the authors explored the role of *Tlr3* in their *Abca4*/*Rdh8* double mutant model. Importantly, adding a targeted mutation of *Tlr3* to make a triple mutant mouse resulted in rescue of PR cells \[[@B448-cells-09-00931]\]. Here then the *Tlr3* mutation acts as a suppressor of the degenerative phenotype of the *Abca4*/*Rdh8* double mutant.

Additional interacting gene pairs have been found that affect PR degeneration, among them *Mertk^tmlGrl^*; *Tyro3^tmlGrl^* \[[@B449-cells-09-00931]\], *Cep290^rd16^*; *Bbs4*^tm1Vcs^ \[[@B450-cells-09-00931]\], *Cep290^rd16^*; *Mkks*^tm1Vcs^ \[[@B451-cells-09-00931]\], *Rpgr^tm1Tili^*; *Cep290^rd16^* \[[@B452-cells-09-00931]\], *Cngb1^tm1.1Biel^*; *Cnga3^tm1Biel^*; *Hcn1^tm2Kndl^* \[[@B453-cells-09-00931]\], *Crb1^tm1.1Wij^*; *Crb2^tm1.1Wij^* \[[@B454-cells-09-00931]\], *Dio3^tm1Stg^*; *Dio2^tm1Vag^* \[[@B455-cells-09-00931]\], and *Ercc6^tm1Gvh^*; and *Xpa^tm1Hvs^* \[[@B456-cells-09-00931]\].

In addition to testing candidate interacting genes, methods have been developed to identify such interactors in an unbiased fashion that is illustrated below.

Effects of genetic background. For the calcium channel gene *Cacna1f* mentioned above, there is a third allele available. Chang et al. \[[@B457-cells-09-00931]\] reported the phenotype of the *nob2* mutation, an out-of-frame insertion of a transposable element into the *Cacna1f* gene, which is predicted to cause a truncation after 32 amino acids. The authors demonstrated by western blot that this is a null mutation and no protein is detected. Compared to the ΔEx14--17 null mutation, however, the phenotype of *nob2* is much milder with no apparent PR degradation \[[@B457-cells-09-00931]\]. The most likely explanation for this discrepancy can be deduced from the fact that the *nob2* mutation arose on the AxB6 recombinant inbred strain, a strain whose DNA is composed of alternate segments derived from C57BL/6J and A/J. It is likely that the A/J strain carries one or more modifier loci that suppress the PR degeneration induced by a *Cacna1f* null mutation.

Upon outcrossing an inbred strain carrying a mutation that leads to a particular phenotype with a different inbred strain, it is frequently observed that the phenotype of the offspring differs from that of the parents. This was often encountered in the past when knockout alleles were created in embryonic stem cells derived from strain 129/Sv and the founder animals were then made congenic on the C57BL/6 background. An early example is a study of a homozygous *Rho* knockout that was shown to lose PR nuclei significantly faster on the 129Sv background than on the C57BL/6 background \[[@B458-cells-09-00931]\]. Corresponding differences were also found in the number of apoptotic nuclei and in ERG responses. It was concluded that the B6 strain carries protective alleles of modifier genes that lead to a slower rate of PR degeneration \[[@B458-cells-09-00931]\]. Alternatively, it is also possible that 129Sv carries modifier alleles that accelerate degeneration.

Other inbred strains have also been reported to modify retinal phenotypes. For example, a targeted mutation of *Rp1* (*Rp1^tm1Eap^*) only showed moderate PR degeneration as an incipient congenic (N6) on the A/J strain background, but not on C57BL/6J or DBA/1J backgrounds \[[@B459-cells-09-00931]\]. ONL dysplasia and excess blue cone formation caused by loss of *Nr2e3* in C57BL/6J are suppressed by the genetic backgrounds of CAST/EiJ, AKR/J, and NOD.NON-*H2^nb1^* strains \[[@B460-cells-09-00931]\].

In principle, all inbred strains will carry modifier alleles. However, which strain modifies a particular mutation will depend on the primary mutation. It should be emphasized that an inbred strain represents a single genotype. In order to model the phenotypic spectrum of a human disease-causing mutation, many inbred strain backgrounds would have to be examined. Recently, advanced genetically diverse mouse populations have become available, such as the collaborative cross (CC) or the diversity outcross (DO) populations, that allow for more efficient modeling of human populations compared to the classical inbred strains \[[@B461-cells-09-00931],[@B462-cells-09-00931]\].

Modifier screens. Modifier screens are a tool to identify genes that modify phenotypic traits caused by a particular mutation. The disease modifying properties of inbred strains have been used for many decades to identify the underlying modifier genes by using genetic crosses, marker assisted genetic mapping of modifying loci, and positional cloning or more recently high throughput whole exome or whole genome sequencing approaches. For example, when B6.Cg-*Nr2e3^rd7^* homozygotes are outcrossed to CAST/EiJ, AKR/J, or NOD.NON-*H2^nb1^* and then the F1 mice intercrossed, homozygous *Nr2e3^rd7^* mice of the F2 generation are found that unlike the parental B6.Cg-*Nr2e3^rd7^* homozygotes have fewer spots on fundus examination and no PR layer dysplasia in histological sections \[[@B460-cells-09-00931]\]. This phenotypic variability is caused by the genetic interaction between the *Nr2e3^rd7^* disease allele and variants of so-called modifier genes that are specific to the outcross partner strain. Several quantitative trait loci (QTL) on chromosomes 7, 8, 11, and 19 were mapped \[[@B460-cells-09-00931]\]. Generation of a congenic line carrying the Chr11 modifier, along with further fine mapping, reduced the critical genomic interval to 3.3 cM. Several candidate genes were sequenced and a single nucleotide polymorphism was found in a nuclear receptor gene, *Nr1d1,* that is predicted to lead to an Arg409Gln amino acid change. Causality was confirmed by phenotypic rescue of the *rd7*-associated phenotypes by in vivo electroporation of a wild-type *Nr1d1* expression construct \[[@B463-cells-09-00931]\].

Several other modifiers have been mapped and identified based on inbred strain differences. For example, mapping crosses have been carried out for *rd3* (BALB/cJ and C57BL/6J, \[[@B464-cells-09-00931]\]), *rd1* (C3H/HeOu and FVB/N, \[[@B465-cells-09-00931]\]), *Crb1* (C57BL/6N and C57BL/6JOlaHsd, Chr15, \[[@B466-cells-09-00931]\]), *Mfrp* (B6.C3Ga and CAST/EiJ, Chr 1, 6, and 11 \[[@B467-cells-09-00931]\]), and *Tub* and *Tulp1* (C57BL/6J and AKR/J, *Mtap1a*, \[[@B468-cells-09-00931]\]).

Although not yet widely used as a means to explore retinal biology, a very efficient way to identify modifier genes is the use of a sensitized mutagenesis screen in which a male mouse carrying a mutation of interest is given a chemical mutagen and its offspring are examined for any change in the original phenotype. Offspring carrying a potential mutation is backcrossed to the unmutagenized parental inbred strain to test for heritability and to reduce the mutational load. Mutations are identified using whole exome sequencing of the pheno-deviant mouse. This approach avoids the limited genetic diversity of inbred strains since in principle all genes can be mutated. An example of the utility of mutagenesis to search for modifier genes is the identification of a suppressor mutation in *Frmd4b* that prevents the PR dysplasia and external limiting membrane fragmentation observed in *Nr2e3^rd7^* mutant mice \[[@B469-cells-09-00931]\].

### 5.4.3. Effects of Environment on PR Degeneration {#sec5dot4dot3-cells-09-00931}

PR cell loss has been shown to be induced by a number of environmental factors such as light, diet, and smoking in combination with particular genotypes. Perhaps not surprisingly, light exposure in some models bearing mutations in genes that function directly or in an ancillary fashion in the visual transduction pathway trend toward hastening PR degeneration \[[@B470-cells-09-00931],[@B471-cells-09-00931]\]. For example, transgenic mice bearing the rhodopsin VPP mutation, widely used in visual transduction studies, is susceptible to light-exacerbated PR degeneration \[[@B472-cells-09-00931]\]. Likewise, mice carrying a homozygous *Prom1* null mutation are particularly susceptible to light-induced degeneration. At eye opening, with exposure to light, degeneration initiates at P14, and all PRs are gone by P20, whereas dark rearing from P8 to P30 leads to significant preservation of PRs \[[@B471-cells-09-00931]\]. Dark-rearing has also been demonstrated to delay PR degeneration in *Slc6a6^tm1Dhau^* (10% loss vs. 90% loss in normal vivarium lighting at three weeks of age) \[[@B473-cells-09-00931]\] or have no effect in C57BL/6-*Mitf^mi-vit^*/J homozygotes \[[@B474-cells-09-00931]\]. In some situations, light may actually trigger the disease phenotype, as is the case in *Sag* knockout mice \[[@B198-cells-09-00931],[@B199-cells-09-00931]\], with three Class B1 Rhodopsin missense mutations, *Tvrm1* and *Tvrm4* \[[@B157-cells-09-00931]\] or *Tvrm144* \[[@B18-cells-09-00931]\], and in null mutation models of *Rdh12* \[[@B475-cells-09-00931]\], *Asic2* \[[@B476-cells-09-00931]\], *Myo7a* \[[@B477-cells-09-00931]\], *Whrn* \[[@B478-cells-09-00931]\], or *Akt2* \[[@B479-cells-09-00931]\]. *Sag* mutants must be reared in the dark to observe any PR cells. Under normal vivarium lighting conditions, the other light-sensitive mouse models do not show PR degeneration or only a slight shortening of OS at one year of age, as in the those carrying *Rho* alleles *Tvrm1, Tvrm4,* or *Tvrm144,* and in retinol dehydrogenase (*Rdh12*) mutant mice. However, exposure to bright light or rearing under cyclic moderate-lighting, even subjecting mice to fundus examination, leads to PR degeneration. A comprehensive list of animal models and the effects of dark-rearing or light exposure can be found in reference \[[@B470-cells-09-00931]\].

Like light exposure, smoking and high fat intake have been proposed to have a negative impact on retinal function by increasing oxidative stress and inflammation in PR and RPE cells \[[@B480-cells-09-00931]\]. Smoking has been implicated as a major risk factor in the development of age-related macular degeneration in humans \[[@B481-cells-09-00931],[@B482-cells-09-00931]\], and the results have been replicated in mouse models as well. Smoking leads to increased oxidative stress and inflammation in B6 mice \[[@B483-cells-09-00931]\] and in the presence of *Nfe2l2* deficiency \[[@B484-cells-09-00931]\]. Likewise, combinations of smoking and high fat intake in the presence of an *ApoB* mutation that promotes production of the APOB100 isoform \[[@B485-cells-09-00931]\] leads to significant loss of PRs \[[@B484-cells-09-00931]\]. Further, high-fat diet intake for certain genotypes, such as mutations of *Ldlr* \[[@B486-cells-09-00931]\] or certain alleles of *Apoe* \[[@B487-cells-09-00931]\], has been shown to compromise PR integrity in mice.

The majority of pharmacological or dietary interventions that have been reported in the relationship to PR degeneration in mouse models are associated with the goal of increasing vitamin A derivative availability \[[@B488-cells-09-00931],[@B489-cells-09-00931],[@B490-cells-09-00931]\] or reducing oxidative stress \[[@B491-cells-09-00931],[@B492-cells-09-00931]\] in the retina. Heritable mutations in enzymes, such as LRAT or RPE65, required for processing of vitamin A within the retina are known to cause early onset RD due a deficiency of the 11-*cis*-retinal chromophore. Efficacy of treatment with 9-*cis*-retinal derivatives of mice with null mutations in *Lrat* and *Rpe65* mice is thoroughly discussed in a review by Perusek and Maeda \[[@B488-cells-09-00931],[@B489-cells-09-00931]\]. Administration of antioxidants has in some cases improved PR survival. *Rs1^tm1Web^* homozygous females or hemizygous males fed a diet high in DHA \[[@B493-cells-09-00931]\] or *Pde6b^rd10^* mice fed lutein and zeaxanthin \[[@B494-cells-09-00931]\] showed a significant PR preservation. Further, injections of a mixture of antioxidants---alpha tocopheral, ascorbic acid, alpha-lipoic acid, and/or Mn(III)tetrakis porphyrin---were able to slow the loss of cone/rod PRs in *Pde6b^rd1^* \[[@B495-cells-09-00931]\], and *Pde6b^rd10^* mice and in mice with a rhodopsin Q344ter mutation \[[@B492-cells-09-00931]\]. Environmental enhancement of *Pde6b^rd10^* mice was able to significantly reduce PR loss presumably by reducing retinal oxidative stress \[[@B496-cells-09-00931]\].

5.5. Relationship to Human Disease Genes {#sec5dot5-cells-09-00931}
----------------------------------------

Of the 273 retinal degenerative disease genes in RetNet \[[@B3-cells-09-00931]\] for which mouse homologs exist, mouse models are available for 110 or 40% of them, including both germline and conditional mutants ([Figure 7](#cells-09-00931-f007){ref-type="fig"}). Through our survey, we found 120 additional genes, in which mutations lead to PR degeneration. These genes could serve as candidates for yet to be identified human retinal diseases. The available mouse models, for the most part, recapitulate the human disease phenotype well and permit mechanistic and therapeutic studies. However, apparent failures of mouse models do occur. When mutations in *MFRP* were first identified in humans \[[@B497-cells-09-00931]\], mice were thought to be a poor model because unlike humans \[[@B498-cells-09-00931]\], mice were previously reported to develop PR degeneration \[[@B499-cells-09-00931]\], and the microphthalmia and hyperopia found in human patients had not been reported in homozygous *Mfrp^rd6^* mice. In subsequent years, numerous human patients have been identified that do show a degenerative phenotype \[[@B500-cells-09-00931]\] and hyperopia was detected both in a mouse model carrying a human *MFRP* c.498_499insC allele \[[@B501-cells-09-00931]\] and the original *Mfrp^rd6^* mouse (our unpublished observations). An important family of deaf--blindness diseases, Usher syndrome, was also thought to be poorly recapitulated in mice, because early models like the shaker-1 mouse had only the characteristic hearing loss, but no retinal degeneration \[[@B502-cells-09-00931]\]. Later, however, it was found that moderate light exposure does result in photoreceptor degeneration in shaker-1 mice \[[@B477-cells-09-00931]\]. In addition, a knock-in of the Acadian *USH1C* c.216G\>A mutation into the mouse *Ush1c* gene recapitulates both deafness and retinal degeneration phenotypes \[[@B503-cells-09-00931]\]. In many cases, discordance between the human and mouse phenotypes can be attributed to insufficient information about variation in the human disease, or to allelic effects (knockout vs. hypomorph or gain of function, expression of alternatively splice isoforms), or strain background (modifier genes) in the mouse models. Such shortcomings in mouse models can often be addressed by testing multiple models, including human disease alleles, and by using multiple genetic backgrounds.

Although humans and mice share about 98% of their genes, species differences do exist and need to be considered when selecting a model. Examples of vision-related genes that mice lack are *EYS*, *ARMS2*, and *CETP*. Species differences are the result of different evolutionary histories; humans and mice have encountered different pathogens, resulting in adaptations of our respective immune systems. Mice have different nutritional requirements, resulting in differences in lipid metabolism. Additionally, mouse eyes are adapted to a nocturnal life, resulting in a rod dominated retina with no macula. Nevertheless, mice possess all of the same retinal cell types necessary for vision and the vast majority of the same genes, and even when missing genes are introduced into mice they result in relevant phenotypes. For example, in a transgenic mouse model for Stargardt-like macular degeneration 3 due to a mutation in *Elovl4*, PR cell loss occurs in the central retina in a pattern that resembles the human disease \[[@B504-cells-09-00931]\]. For the many retinal diseases still in need of models, including complex diseases such as AMD or diabetic retinopathy, it remains the case that valuable new insights into disease mechanism and basic eye biology can still be obtained from mouse studies.

6. Discussion {#sec6-cells-09-00931}
=============

6.1. Variability in Measuring PR Cell Loss {#sec6dot1-cells-09-00931}
------------------------------------------

We noted an extremely large variability in PR cell loss data presented in the various reports, which were based on several different types of measures, such as ONL thickness obtained from toluidine-stained plastic sections, hematoxylin and eosin-stained paraffin sections, or DAPI-stained cryosections; counts of rows of ONL nuclei in the same preparations; counts of the total number of ONL nuclei in a fixed retinal area; spider plots assessing ONL thickness over the full perimeter; ONL thickness from OCT B-scans. Cone numbers were assessed in sections or whole mounts stained with cone opsins, peanut agglutinin lectin, or cone arrestin. Methods to count cone cell nuclei efficiently might benefit from studies that examine the effect of mutations in genes that specifically affect cones. Perhaps more challenging is that many studies provided insufficient sample sizes or number of time points to assess the progression of PR cell loss. Some of this variability reflects the evolution of methods and quantitative approaches over several decades, and some may be attributed to the different choices each laboratory makes depending on what works best given resources and interests. However, to aid future efforts to compare PR cell loss between studies, we recommend that at least three ages be assessed, one prior to the onset of PR cell loss, and at least two within the age range where PR cells are declining exponentially (that is, between 95% and 5% of wild-type values), and that the data be quantified relative to gender-matched controls at these same ages.

Although a decrease in PR cell numbers as estimated above is widely accepted as evidence for RD, an alternative explanation may apply in some instances. *Mcoln1^tm1Sasl^* homozygotes exhibit an apparent decrease in PR cells to 54% of wild-type at one month of age, a value that remained unchanged at two and six months \[[@B505-cells-09-00931]\]. TUNEL analysis revealed no increase in apoptosis at any age compared to controls, and both histology and OCT indicated a decrease in total retinal thickness. It is possible that the rapid initial decrease to a stable value may result from retinal thinning as the eye enlarges due to myopia during postnatal development, an occasionally observed feature of *MCOLN1*-associated disease in humans \[[@B506-cells-09-00931]\]. Methods are available to measure axial length in mice \[[@B507-cells-09-00931]\], which might be used to determine whether the observed change in nuclear layer thickness is due to ocular enlargement. Models in [Table S1](#app1-cells-09-00931){ref-type="app"} with a similar phenotype include *Guca1a^tm1.1Hunt^* and *Ctnna1^Tvrm5^*.

6.2. Correlation of PR Cell Loss with Gene Function {#sec6dot2-cells-09-00931}
---------------------------------------------------

As a fortuitous consequence of our inquiry, in some cases, the progress of PR cell loss could be correlated with gene function within categories. For example, in the ciliary function and trafficking section we see trends in the onset and progression of RD depending on the role and location of gene products within the PR. Mice with mutations in genes involved in ciliogenesis or in transition zone protein complexes, typically result in a PR degeneration that begins at 2 weeks during OS biogenesis and progresses rapidly through OS maturation. Null mutations in genes that encode components of the IFT machinery tend to result in premature death or embryonic lethality, and conditional ablation of these genes in the retina typically leads to early and rapid PR loss. Models with disruptions in protein complexes with roles in BBSome assembly or regulation, protein/lipid trafficking, axoneme extension, or disc morphogenesis tend to have a moderate to slow degeneration. Lastly, mice with mutations that disturb basal body and pericentriolar anchoring and integrity such as the Usher periciliary membrane complex undergo a very slow form of RD, which results in partial PR function throughout the life of the mouse. It remains possible that the slower progression of PR cell loss, especially when associated with members of protein complexes, may be the result of genetic redundancy where multiple genes encode proteins that have similar biochemical functions.

It was also interesting to note that disruption of chloride channels appeared to be particularly deleterious to PR survival. Many of the models we identified with early and rapid progression of PR cell loss, including those affecting a subset of the ciliary genes discussed above or the OS components *Prom1, Prph2,* and *Rho*, appear to be required for OS assembly. Chloride channel defects resulted in similar progression, raising the possibility that chloride homeostasis is important for OS development. This idea is supported by evidence that chloride transport by the chloride channel ANO1 is required for ciliogenesis \[[@B508-cells-09-00931]\] and that control of intracellular chloride ion levels by this channel regulates the membrane organization of phosphatidylinositol 4,5-bisphosphate \[[@B509-cells-09-00931]\], a prominent lipid that regulates ciliary development \[[@B131-cells-09-00931],[@B510-cells-09-00931]\]. Characterization of early OS development in mouse models defective in chloride channels CLCN2, CLCN3, or CLCN7 may provide mechanistic clues on the role of intracellular chloride in ciliogenesis.

Finally, our analysis revealed links between PR cell loss and a network of 13 genes known to participate in the cellular response to DNA damage, four of which have been directly associated with transcription-coupled DNA repair. Based on canonical indicators of DNA repair, such as the colocalization of phosphorylated histone H2AX and TRP53BP1 (also known as 53BP1) at DSBs, it has been reported that rod PR cells in mice lack a robust canonical DNA damage response, \[[@B241-cells-09-00931],[@B511-cells-09-00931]\]. An attenuated response may reflect an adaptation to improve rod cell survival \[[@B241-cells-09-00931],[@B511-cells-09-00931]\]. Nevertheless, mechanisms are present in rod cells to repair DNA damage, as evidenced by the robust levels of DNA repair factors \[[@B241-cells-09-00931]\] and by our results indicating that a network of DNA damage response genes is required for maintaining PR cell viability. Together, these results support the idea that a non-canonical DNA damage response pathway exists in rod PR cells \[[@B512-cells-09-00931]\]. Further study of the DNA damage response genes linked to PR cell loss in mice may be useful for elucidating this pathway.

7. Conclusions {#sec7-cells-09-00931}
==============

This review highlights mouse models of monogenic retinal degenerative diseases that cause rod or cone PR cell loss. The models include germline mutations and conditional alleles, in which characterization of retinal phenotypes in germline mutations was not possible due to embryonic or perinatal lethality. By providing an extensive list of these models as well as a means of comparing their progression, we hope to benefit researchers who seek to optimize their experimental approaches.
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The following are available online at <https://www.mdpi.com/2073-4409/9/4/931/s1>, Figure S1: OCT and fundus images of C57BL/6J control mice at various ages, Table S1: Monogenic mouse RD models with PR cell loss, Table S2: Description of gene/protein symbols used in the text and figures.
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![Retinal tissue organization emphasizing cell types and subcellular structures that may be sites of pathological processes in mouse models of photoreceptor (PR) cell loss. (**a**) A radial section of the posterior eye stained with hematoxylin and eosin shows the layered structure of the retina. CH, choroid; RPE, retinal pigment epithelium; IS, inner segment; OS, outer segment; ONL, outer nuclear layer; OPL, outer plexiform layer; INL, inner nuclear layer; IPL, inner plexiform layer; GCL, ganglion cell layer; NFL, nerve fiber layer. (**b**) Two PR cell types (rods and cones) and additional cell types that may be the target of processes implicated in PR cell loss. Dashed lines indicate alignment with retinal layers in (**a**). A columnar unit consisting of one cone and one Müller cell and roughly 20 rod cells is shown. (**c**--**f**) Details of PR and RPE cells. (**c**) PR cell OSs contain flattened discs (rod, left) or incomplete discs (cone, right) where the light sensing apparatus is located. OS tips engulfed by RPE cell apical processes are digested in phagolysosomes (Ph). (**d**) The base of the OS, the connecting cilium, and the apical portion of a rod cell IS (adapted with permission from \[[@B24-cells-09-00931]\]). The axoneme (Ax) and rootlet provide physical stability to the cilium. BB, basal bodies; CC-TZ, connecting cilium-transition zone; PCM, pericentriolar matrix; PCC/CP, periciliary complex/ciliary pocket; RER, rough endoplasmic reticulum. (**e**) The PR cell soma is largely occupied by the nucleus. (**f**) Rod and cone synaptic termini include presynaptic ribbons and associated neurotransmitter vesicles.](cells-09-00931-g001){#cells-09-00931-f001}

![Flow chart depicting the progression of the search strategy utilized in this review. The number of records or genes identified from them is indicated at each stage of the process. The dashed line indicates that some genes were identified from records that remain to be systematically screened.](cells-09-00931-g002){#cells-09-00931-f002}

![Genes associated with PR cell loss in monogenic mouse models of retinal degeneration (RD). Genes identified by combined review of the Mouse Genome Informatics (MGI) database and articles from a PubMed query were assigned to the indicated functional categories as described in the text. Genes for which mutant alleles are available only in the conditional form are displayed in red. Conditional alleles were included only in instances where germline null alleles resulted in embryonic, prenatal or postnatal lethality. For additional details on inclusion/exclusion criteria, see [Section 3.4](#sec3dot4-cells-09-00931){ref-type="sec"}.](cells-09-00931-g003){#cells-09-00931-f003}

###### 

(**a**) Characterization of mouse models from the Eye Mutant Resource (EMR) program at JAX. Example optical coherence tomography (OCT) and fundus images were taken from rapid RD models: *Pde6b^rd1^* (B6.C3-*Pde6b^rd1^ Hps4^le^*/J, Stock No: 000002), *Pde6b^rd1-2J^* (C57BL/6J-*Pde6b^rd1-2J^*/J, Stock No: 004766), *Pde6b^rd10^* (B6.CXB1-*Pde6b^rd10^*/J, Stock No: 004297), *Rd4/+* (STOCK In(4)56Rk/J, Stock No: 001379) and *Cep290^rd16^* (B6.Cg-*Cep290^rd16^*/Boc, Stock No: 012283) (**b**) Example images from slower RD models: *Prph2^Rd2^* (C3A.Cg-*Pde6b*^+^ *Prph2^Rd2^*/J, Stock No: 001979), *Rd3^rd3^* (B6.Cg-*Rd3^rd3^*/Boc, Stock No: 008627), *Lpcat1^rd11^* (B6.Cg-*Lpcat1^rd11^*/Boc, Stock No: 006947), *Rpe65^rd12^* (B6(A)-*Rpe65^rd12^*/J, Stock No: 005379) and *Prom1^rd19^* (B6.BXD83-*Prom1^rd19^*/Boc, Stock No: 026803). (**c**) Examples from slow and very slow RD models: *Mfrp^rd6^* (B6.C3Ga-*Mfrp^rd6^*/J, Stock No: 003684), *Nr2e3^rd7^* (B6.Cg-*Nr2e3^rd7^*/J, Stock No: 004643), *Crb1^rd8^* (STOCK *Crb1^rd8^*/J, Stock No: 003392), *Rpgr^Rd9^* (C57BL/6J-*Rpgr^Rd9^*/Boc, Stock No: 003391), and *Gnat1^rd17^* (B6.Cg-*Gnat1^irdr^*/Boc, Stock No: 008811). *Yellow bars* indicate full retinal thickness. Values correspond to the mouse age at the time of imaging (weeks).

![](cells-09-00931-g004a)
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![](cells-09-00931-g004c)

![Characterization of mouse models from the Translational Vision Research Models (TVRM) program at JAX. A fundus image (circular panels) and corresponding OCT B-scan are shown for homozygous (**a**) *Rpgrip1^nmf247^*, at one month of age; (**b**) *Nmnat1^tvrm113^*, at two months; (**c**) *Alms1^Gt(XH152)Byg^*, at one year; and (**d**) *Ctnna1^Tvrm5^*, at two years. Age-matched OCT and fundus images for C57BL6/J control mice are shown to the right of the mutant images. PR cell loss is indicated by a decreased ONL thickness. Fundus images were acquired using a Micron III or IV retinal camera. The vertical dimension of OCT images was doubled to emphasize changes in retinal layer thicknesses.](cells-09-00931-g005){#cells-09-00931-f005}

###### 

Progression of PR cell loss in mouse models by functional category. Models in each category were sorted by the age at which the estimated number of PR cells reached 50% of wild-type (D~50~) as determined by fitting reported data to an exponential decay function combined with a delay. Models are identified by gene symbol, MGI allele symbol, and PMID. Models are homozygous except as indicated by \* (heterozygous) or by the presence of two allele symbols (compound heterozygous). Left- and right-hand margins of shaded bars represent the delay and D~50~ values, respectively. Bars with a delay value of ≤0.1 month derive from datasets in which no values at 100% of wild type were reported. The midpoint and range of estimated D~50~ values for datasets with only one point in the 5--95% range is indicated by closed circles and range lines, respectively. In cases where the dataset consisted of a single point at 50%, no estimate was needed.
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![Comparison of the number of RD genes identified in human (RetNet) and mouse as listed in [Table S1](#app1-cells-09-00931){ref-type="app"} and summarized in [Figure 3](#cells-09-00931-f003){ref-type="fig"}. The total number of genes in the RetNet database that cause monogenic disease and have mouse homologs is indicated, as is the total for which conditional or germline mutations have been associated with PR cell loss in mice, as described in this review. Numbers within the overlapping areas of the diagram represent genes present in both RetNet and [Table S1](#app1-cells-09-00931){ref-type="app"}; the remaining numbers represent genes that are unique to the indicated category.](cells-09-00931-g007){#cells-09-00931-f007}
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